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Supplementary Methods 

 

Tumour samples and cell lines  

Patients underwent baseline biopsies before starting on therapy, early on therapy biopsies1-3 

(in some patients), and upon progression. When feasible, biopsy samples were split into 

three with one aliquot immediately fixed in formalin followed by paraffin embedding for 

pathological analyses, a second aliquot snap frozen by immediate immersion in liquid 

nitrogen for genetic analyses, and if there was residual tissue it was sterily processed in the 

laboratory to establish a cell line as previously described4,5 . Cell lines were periodically 

authenticated using GenePrint® 10 System (Promega, Madison, WI), and were matched 

with the earliest passage cell lines. Tumour biopsy and peripheral blood cell collection and 

analyses were approved by UCLA IRBs 11-001918 and 11-003066.  Snap frozen samples 

were disrupted in lysis buffer by BeadBug microtube homogenizer (Benchmark Scientific, 

Edison, NJ) using disposable stainless steel beads. DNA and RNA from snap frozen 

samples and cell lines were extracted concurrently using the Qiagen All-Prep kit (Qiagen, , 

Benelux B.V., Venlo, The Netherlands) and mirVana miRNA isolation kit (ThermoFisher, 

Canoga Park, CA).  Ambion RecoverAll kit  (also ThermoFisher) was used for DNA 

extraction from FFPE slides. 

 

Immunohistochemistry and Immunofluorescence 

Slides were stained for immunohistochemistry with S100 (Dako, Carpinteria, CA, CD8 

(Dako), PD-L1 (all clone SP142, Spring Bio, Pleasanton, CA, except the PD-L1 in Figs S1B, 

S2B, and S2C which were previously stained3 with clone 22C3, Merck). Staining was 

performed at the UCLA Anatomic Pathology IHC Laboratory. Immunostaining was 

performed on Leica Bond III autostainers using Leica Bond ancillary reagents and REFINE 

polymer DAB detection system as previously described3. Staining for MHC Class I (clone HC 

10, Saphirre NA, Ann Arbor, MI) and MHC Class II (HLA-DR, sc-53319, Santa Cruz 
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Biotechnology, Santa Cruz, CA) was performed by the UCLA Translational Pathology Core 

Laboratory. Slides were scanned at 40X on an Aperio ScanScope AT (Leica Biosystems, 

Buffalo Grove, IL) and analyzed on the Halo Platform (Indica Labs, Corrales, NM). 

Immnofluoresecnce was performed with OPAL-5-plex reagents, imaged at 20X on the 

Vectra Automated Quantitative Pathology Imaging System, and analyzed using inForm 

software (all from Perkin-Elmer, Waltham, MA). Staining used the following antibodies: S100 

(DAKO), CD8 (DAKO), PD-L1 (all clone SP142, Spring Bio), and Sox10 (Biocare Medical, 

Concord, CA).   

 

Genetic analyses  

Exon capture and library preparation were performed at the UCLA Clinical Microarray Core 

using the Roche Nimblegen SeqCap EZ Human Exome Library v3.0 targeting 64 Mb of 

genome.  2x100bp paired-end sequencing was carried out on the HiSeq 2000 platform 

(Illumina, San Diego, CA) and sequences were aligned to the UCSC hg19 reference using 

BWA-mem (v0.7.9).  Sequencing for tumors and matched normal DNA from peripheral blood 

mononuclear cells was performed to a target depth of 150X (actual: minimum 90X, 

maximum 348X, median 143X).  Pre-processing followed the Genome Analysis Toolkit 

(GATK) Best Practices Workflow v3, including duplicate removal, indel realignment, and 

base quality score recalibration.   

 

Somatic mutations were called against a paired normal sample with methods as previously 

reported6.  In brief, high-confidence mutations were retained if identified by at least two out 

of three programs between: MuTect (v1.1.7)7, Varscan2 Somatic (v2.3.6)8, and a one-sided 

Fisher’s Exact Test (P value cut-off ≤ 0.01) for GATK-HaplotypeCaller (HC) calls between 

tumour/normal pairs for single nucleotide variants. Insertions/deletions were included if 

called by both Varscan2 and the GATK-HC.  Variants were annotated by a stand-alone 

version of Oncotator9 using the Dec112014 datasource. Non-synonymous mutations were 

those classified as nonsense, missense, splice_site, or nonstop mutations, frame_shift, 
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in_frame_, or start_codon altering insertions/deletions. Purity, ploidy, and allele-specific copy 

number status was determined by Sequenza10 with default settings.  Adjusted variant allele 

frequency was calculated according to the following equation to adjust for stromal content 

and copy number, with tumor/stromal fractions and local copy number from Sequenza 

output.  

!!!!!!!!!!!=!!!!!!!!!!!∗[1+(2∗!!!!!!! !!!!!!!!)/(Tumor Fraction*Local Copy Number)] 

 

Sanger validation of JAK and B2M mutations and Targeted Amplicon Re-Sequencing   

The following primers pairs were used for PCR amplification of the mutation-containing 

region of JAK1, JAK2 and B2M from cases #1, #2, and #3 respectively. 

JAK1 296bp: 5’ caatgccttctcctggacctt 3’ and 5’ ccgaaccgtgcagactgtag 3’ 

JAk2 241bp: 5’  acctcaccaacattacagaggc 3’ and 5’ acatctaacacaaggttggca 3’ 

B2M 257bp: 5’ cttgtcctgattggctgggc 3’ and 5’ acttggagaagggaagtcacg 3’  

PCR was performed with 250ng input genomic DNA using the AccuPrime Taq DNA 

Polymerase System (ThermoFisher, Canoga Park, CA) and cycling protocol 94oC 2 min, 

[94oC 30 sec, 52oC 1min, 68oC 1min] X 35 cycles , 68oC 10min, 4oC hold. 

Products were purified by agarose gel elecrtophoresis and submitted for either Sanger 

sequencing (Laragen, Culver City, CA) or Illumina deep sequencing with the UCLA Clinical 

Microarray Core.  Library prep of PCR products was performed without fragmentation using 

the KAPA Hyper Prep kit (Kapa Biosystems, Wilmington, MA), and sequenced on an 

Illumina Miseq 2x150bp or NextSeq 1x75bp.  All sequencing reactions produced >1 million 

mapped reads per locus.  

 

Western blot and flow cytometry analyses 

Melanoma cell lines were maintained in 10 cm culture dishes and analyzed when 

approximately 70% confluent. Western blot and flow cytometry was performed as previously 

described11-12 upon exposure to interferon alpha, beta or gamma (BD Bioscience, San Jose, 

CA) for 30 minutes or 18 hours. Experiments were performed at least twice for each cell line. 
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Primary antibodies included JAK1, JAK2, pSTAT1 (Tyr701), pSTAT3 (Tyr705), STAT1 and 

STAT3 total protein; IRF-1, PD-L1, TAP1 and GAPDH (all from Cell Signaling Technology, 

Danvers, MA) as well as MHC class I heavy chain clones HCA2 for HLA-A and clone HC10 

for HLA-B/C (both from Sapphire NA, Ann Arbor, MI). Immuno-reactivity was revealed with 

an ECL-Plus kit (Amersham Biosciences Co, Piscataway, NJ), using the ChemiDoc MP 

system (Bio-Rad Laboratories, Hercules, CA). 

 

Transcriptional Profiling Analysis  

Total RNA was extracted from human melanoma cell lines in the absence or presence of 

interferon-gamma (100 "IU/ml) at 3 "hours according to the manufacturer’s protocol (Qiagen, 

Benelux B.V., Venlo, The Netherlands). nCounter  (NanoString Technologies, Seattle, WA) 

analysis was performed at the Center for Systems Biomedicine, a part of the Integrated 

Molecular Technologies Core (IMTC) at UCLA using the nCounter PanCancer immune 

profiling panel, including 769 genes to which we added 21 custom genes to capture the 

known interferon response genes. Through the use of color-coded probe pairs, mRNA 

transcripts of specific cellular genes, including housekeeping genes for normalization, were 

quantified in untreated M420 and M464 cells and after 3 hours of interferon gamma 

exposure. The list of genes included in the analysis appears in Table S4.  

For RNA-seq analysis of JAK2 splicing in M420 and M464, paired-end transcriptome reads 

were mapped to the UCSC hg19 reference genome using Tophat213. 

 

 

JAK CRISPR/Cas9-mediated Knockout  

M407 with CRISPR/Cas9 mediated JAK1 and JAK2 knock-outs were generated by lentiviral 

transduction using particles encoding guide RNAs, a fully functional CAS9 cassette, green 

fluorescent protein, and puromycin as selectable markers (Sigma-Aldrich, St. Louis, MI).  

Two guide sequences were used per gene, targeting exon 4 (ccaagctctggtatgctccaaa) and 
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exon 5 (ccaattggcatggaaccaacga) for JAK1, and exon 1 (cctgccttacgatgacagaaat) and 2 

(ccaggcataatgtactctacag) for JAK2.  GFP positive single cell clones were isolated using a 

FACSARIA sorter (Becton-Dickinson, Franklin Lakes, NJ). Clones were screened by PCR 

with the following primers, and reading-frame disruption was confirmed by Sanger 

sequencing with TIDE analysis (Tracking of Indels by Decomposition, NKI, The Netherlands, 

https://tide.nki.nl).  

JAK1 Exon4 : 5’ agtcctttctcacatcaagca 3’ and 5’ gccaggaatttgtttgcatgt 3’ 

JAK1 Exon 5: 5’ cagggttgtctgcctgcttc  3’ and 5’ gaagctggagtttgtgggat 3’  

JAK2 Exon 1: 5’ acttctgggctcaagctatctg 3’ and 5’ cttgggaaatctgaggcaga 3’  

JAK2 Exon2: 5’ ggtgctgacagacttactagattc 3’ and 5’ gatattgctggtttgtgcagcg 3’  

Finally, knockout was confirmed by Western blot.  

 

JAK Functional Studies with T-cell Co-culture and Interferon Treatment 

Parental and M407 JAK2 knock-out cells were co-cultured with human peripheral blood 

mononuclear cells transduced with an NY-ESO1 specific TCR14. Interferon-gamma release 

was measured in supernatant at 24 hours by ELISA (eBioscience, San Diego, CA).  

Proliferation assays were conducted by real-time live cell imaging in an IncuCyte ZOOM 

(Essen Biosciences, Ann Arbor, MI).  Cell lines were stably transfected with a nuclear-

localizing RFP (NucLight Red Lentivirus EF1a Reagent, Essen Biosceinces) to facilitate cell 

counts. Recombinant human interferon gamma (BD Bioscience, San Jose, CA), human 

interferon alpha and beta (EMD Millipore, Temecula, CA), and 2’3’-cGAMP (IngivoGen, San 

Diego, CA) were applied once to approx. 5000 cells per well seeded the previous day in a 

96-well plate plate. Cells were maintained without media change for the duration of the 

experiments.  2’3’-cGAMP was complexed with Lipofectamine 2000 (1:500 dilution, 

Invitrogen, Carlsbad, CA) for cytosolic exposure. All experiments were performed with wells 

in triplicate at in a minimum of three independent runs. Graph production and statistical data 

were analyzed via Prism software (Graphpad, La Jolla, CA). 
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Figure S1. Clinical pattern of acquired resistance to anti-PD-1 therapy in case #2.   

 
Patient #2 exhibited a 90% response in a solitary lung metastasis, followed by relapse in-situ after almost two years of minimal residual disease. Panel A shows 
CT images from time-points indicated by colored dots on the graph at right. Panels B-D show immunohistochemical staining of S100, CD8, and PDL1. CD8 T-cells 
were present at baseline (B), increased at relapse (C), and were abundant but primarily found at the tumor margin at relapse (D). At relapse, PD-L1 was not 
expressed on the cancer cells (Panel D). In the immunofluorescence images, red shows PD-L1, yellow shows CD8 T cells, while light blue (cytoplasmic) and dark 
blue (nuclear) indicate tumor markers S100 and SOX10, respectively. 
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Figure S2. Clinical pattern of acquired resistance to anti-PD-1 therapy in case #3.  

 In Panel A, CT images correspond time-points indicated by colored dots on the graph at right. Inguinal lesions from baseline showed partial (red arrow) or 
complete (cyan arrow) regression. The relapse biopsy comes from a small bowel lesion first visualized at 264 days, with clear progression 453 days from therapy 
start. Panels B-D show immunohistochemical staining of S100, CD8, and PDL1 at baseline (B), during active response (day 39, C) and relapse (D), with massive 
CD8 infiltration during response. In the immunofluorescence images, red shows PD-L1, yellow shows CD8 T cells, while light blue (cytoplasmic) and dark blue 
(nuclear) indicate tumor markers S100 and SOX10, respectively.  
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Figure S3. Clinical pattern of acquired resistance to anti-PD-1 therapy in case #4.  !

In Panel A, CT images corresponds to time-points indicated by colored dots on the graph at right. Panels B-D show immunohistochemical staining of S100, CD8, 
and PDL1 at baseline (B), during active response (day 187, C) and relapse (D). Case #4 had a very small pre-existing T-cell infiltrate which increased over time, 
corresponding to an initial pseudoprogression followed by a tumor response, as previously described3. The progressing tumor at relapse shows equally strong 
CD8 infiltration and local PD-L1 expression as active response, though PD-L1 is not expressed on the cancer cells at either timepoint.  In the immunofluorescence 
images, red shows PD-L1, yellow shows CD8 T cells, while light blue (cytoplasmic) and dark blue (nuclear) indicate tumor markers S100 and SOX10, respectively. 
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Figure S4. Acquired JAK2 loss of function mutation in case #2 with accompanying loss-of-heterozygosity. 

 
Circos plots (left) of whole exome sequencing changes between pre-pembrolizumab and post-relapse biopsies in case #2.  The red circle highlights 
a new, high allele-frequency relapse-specific JAK2 mutation in the setting of chromosomal loss of heterozygosity (asterisk). In the outer track (black 
background), each point represents a non-synonymous mutation, either shared in common (grey), or detected only at relapse (red) or baseline 
(green). Y-axis represents variant allele frequency (VAF) at relapse, unless baseline-specific. The middle and inner tracks show copy number status 
for the baseline and relapse biopsy, respectively, while dark green in the subtrack indicates loss-of-heterozygosity. Integrated genomics viewer 
(IGV) plots (right) show the JAK2 F547 splice-site mutation is relapse-specific, while cBioPortal diagram revelas the JAK mutation is upstream of the 
kinase domains. !  
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Figure S5. Relapse-specific JAK2 splice site mutation causes near universal intron inclusion.   

 
IGV plot of RNA-Seq reads for JAK2 exons 11-14 from the baseline and relapse cell lines from case #2.  Intron-inclusion is only seen at relapse.  Magnified locus 
shows RNA reads containing the splice site mutations continuing through the exon 12 exon/intron junction in the relapse cell line, compared to those at baseline 
that span the exon 12/13 splice junction (Reads with abrupt end at exon 12 with blue line indicating continuation of the RNA read at exon13).  Intron inclusion 
introduces an in-frame stop codon within 10 base pairs of intron (arrow).
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Figure S6.  Relapse-specific JAK1, JAK2, and B2M mutations are not found at baseline by Sanger or Illumina deep amplicon sequencing 

 
Panel A shows the JAK1, JAK2 and B2M mutations identified at relapse were not observed in PCR amplified genomic DNA from the baseline samples for case #1, 
#2, and #3 respectively, either by Sanger sequencing (left) or Illumina amplicon re-sequencing (right). For case #1 and #2, graphs show the percentage of each 
base per position out of 1 million mapped reads.  No mutations were observed above the background error rate of ~0.25%.  The case #3 baseline sample also had 
0 detectable reads with the 4 basepair B2M deletion out of 1.6 million mapped reads examined.  IGV plot shows representative sampling, with the relapse mutation 
for reference.  In Panel B, Sanger sequencing of PCR products from genomic DNA of the relapse biopsies confirms the presence of the indicated mutations.  
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Figure S7.  Changes in germline SNP allele frequency shows loss-of-heterozygosity upon relapse on chromosome 1p. !!
!

 
 
Sequenza output with upper plot showing the minor allele frequencies for germline single nucleotide polymorphisms (SNPs) on chromosome 1, and 
the lower plot showing the read depth ratio and stroma-adjusted copy number estimate.  There is a decrease in SNP frequency for chromosome 1p 
upon relapse, yet there is no change in relative depth ratio (bottom panel), indicating stable overall copy number.  Together, they suggest a copy-
number neutral loss of heterozygosity event.! !
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Figure S8.  Model schematic of JAK mutation acquisition in the setting of copy-number neutral loss-of-heterozygosity events.  

 
The JAK mutations in case #1 and case #2 were not observed at baseline, but were seen at homozygous allele frequency at relapse.  We suggest 
the mutations were likely first acquired, then later followed by DNA replication and unequal allele segregation, resulting in loss of heterozygosity 
(and loss of the wild-type allele) without overall copy number change. This is modeled in the top panel for chromosome 1 in case #1, and in the 
bottom panel for chromosome 9 in case #2.  Red and blue represent the maternal and paternal alleles, with arbitrary coloring. ! !

Position (Mb)

C
op

y 
nu

m
be

r

0
1
2
3
4
5
6
7
8
9

10
11
12
13
14
15
16
17
18
19
20

chr1 chr2 chr3 chr4 chr5 chr6 chr7 chr8 chr9 chr10 chr11 chr12 chr13 chr14 chr15chr16chr17chr18chr19chr20chr21chr22 chrX chrY

0 100 200

Baseline( Relapse(

Position (Mb)

C
op

y 
nu

m
be

r

0
1
2
3
4
5
6
7
8
9

10
11
12
13
14
15
16
17
18
19

chr1 chr2 chr3 chr4 chr5 chr6 chr7 chr8 chr9 chr10 chr11 chr12 chr13 chr14 chr15chr16chr17chr18chr19chr20chr21chr22 chrX chrY

0 100 200
Position (Mb)

C
op

y 
nu

m
be

r

0
1
2
3
4
5
6
7
8
9

10
11
12
13
14
15
16

chr1 chr2 chr3 chr4 chr5 chr6 chr7 chr8 chr9 chr10 chr11 chr12 chr13 chr14 chr15chr16chr17chr18chr19chr20chr21chr22 chrX chrY

0 100 200

*(
*(

*(
*(

*(

Position (Mb)

C
op

y 
nu

m
be

r

0
1
2
3
4
5
6
7
8
9

10
11
12
13
14
15
16

chr1 chr2 chr3 chr4 chr5 chr6 chr7 chr8 chr9 chr10 chr11 chr12 chr13 chr14 chr15chr16chr17chr18chr19chr20chr21chr22 chrX chrY

0 100 200
Position (Mb)

C
op

y 
nu

m
be

r

0
1
2
3
4
5
6
7
8
9

10
11
12
13
14
15
16

chr1 chr2 chr3 chr4 chr5 chr6 chr7 chr8 chr9 chr10 chr11 chr12 chr13 chr14 chr15chr16chr17chr18chr19chr20chr21chr22 chrX chrY

0 100 200

Baseline( Relapse(

*(

1.(Muta1on(Acquisi1on((

2.(DNA(replica1on(

(( 3.(Unequal(allele(segrega1on,(
loss>of>heterozygosity(

Chromosome(1(

Case(#2(

Case(#1(

Chromosome(1(

Chromosome(9( Chromosome(9(

Position (Mb)

Co
py

 n
um

be
r

0
1
2
3
4
5
6
7
8
9

10
11
12
13
14
15
16
17
18

chr1 chr2 chr3 chr4 chr5 chr6 chr7 chr8 chr9 chr10 chr11 chr12 chr13 chr14 chr15chr16chr17chr18chr19chr20chr21chr22 chrX chrY

0 100 200

Posi1on((Mb)(

1.(Muta1on(Acquisi1on((

Posi1on((Mb)(

(With(pre>exis1ng(altered(
copy(number(state)(

((

*(
*(

2.(DNA(replica1on(

((

*(

*(

*(

*(

3.(Unequal(allele(segrega1on,(
loss>of>heterozygosity((With(pre>exis1ng(altered(

copy(number(state)(

((

 15 



Figure S9. Cell line M464 derived from case #2 relapse is almost identical to the snap-frozen tumor.  
 

Genome-wide Sequenza plots show the minor-allele frequency, depth ratio, and allele-specific copy number from sequencing of both the snap-
frozen whole tumor (Panel A) and the cell line (M464, Panel B) derived from the relapse biopsy in case #2.  After model-fit adjustment for the 44% 
contaminating normal DNA in the bulk tumor (from lung stroma, immune infiltrates, etc), the allele-specific copy number estimates (bottom red/blue 
track) are nearly identical across most chromosomes between the bulk tumor and cell line. 
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Figure S10  CRISPR/Cas-9 knockout of JAK1 in M407.  

 
Panel A shows Sanger sequence of JAK1 exon 4 in the M407 parental cell line (left) versus the CRISPR/Cas9 edited subline (right.) showing 
insertion of a single thymine at the cutpoint.  Panel B shows trace decomposition analysis of the JAK1 mutation by TIDE15, showing 99% of alleles 
of sequences contain the one basepair insertion. Panel C shows total loss of JAK1 protein by western blot in this cell line. 
! !
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Figure S11  CRISPR/Cas-9 knockout of JAK2 in M407.  

Panel A shows Sanger sequence of JAK2 exon 2 in the M407 parental cell line (left) versus the CRISPR/Cas9 edited subline (right.) Arrow shows 
the main breakpoint.  Panel B shows trace decomposition analysis of the JAK2 mutation by TIDE15.  Panel C shows total loss of JAK2 protein by 
western blot, and lack of PD-L1 upregulation in response interferon-gamma compared to parental cell line, with no change in response to interferon 
alpha or beta.! !
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Figure S12. Dose-dependent growth inhibition of M420 and M407 by interferon alpha, beta, and gamma 
 

!!
!
Cell lines M420 and M407 were cultured in-vitro with recombinant human interferon alpha, beta, or gamma.  Both cell lines showed significant 
(~50%) decrease in growth at the 90hr endpoint compared to untreated cells at the highest doses.  M420 showed significant dose-sensitive 
inhibition at lower concentrations for beta and gamma, though there was a dose-sensitive trend for all interferons in both cell lines.   Results are 
shown for a single representative experiment, three replicate wells per condition. Error bars show standard error of the mean.  ***  = p-value < 0.001 
with Dunnett’s multiple comparison correction.  All others not significant. 
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 Figure 13!Genomic alterations in case #3 reveal Beta-2-microgloblulin (B2M) mutation!

 
Panel A shows a Circos plot as in Figure 2. A cell line (M437) derived from the baseline biopsy is compared to the progressing tumor.  Both lesions 
shared a core of 304 non-synonymous mutations and a similar copy number profile with mostly shallow gains/losses. Most baseline-specific 
mutations were subclonal (62% of 149 mutations with allele frequency <0.35), while others were eliminated in loss-of-heterozygosity events on 
chromosomes 3p, 5q, 6p, 8, 14, and 20.  Relapse was notable for a strong amplification of the microphthalmia-associated transcription factor (MITF) 
locus on chromosome 3 (asterisk), and a four basepair S14fs frameshift deletion in the MHC class I component B2M (red circle), shown in 
integrated genomics viewer (IGV)  plot in Panel B. Normal reads in the relapse come from stromal components.  

A.##

0     1/2     3     4    5/6    >6 

VAF$
1.0#
#
0.5#
#
0#

Muta+ons#

Copy#Number#

Relapse#only#
Baseline#only#
Common#to#both#

Loss=of=heterozygosity#

Chromosomal#
Copy##

Number#
#

Re
la
ps
e#
###
Ba

se
lin
e#

Muta+ons#
(Non=Synonymous)##

Case##3#

Relapse'
(Whole'Tumor)'

Baseline'
(M437)'

Normal'

B'

B2M''
exon'1''

 20 



Figure S14.  Class II MHC immunohistochemistry and additional example of loss of Class I MHC membrane 
localization in Case #3 relapse biopsy with B2M mutation. 

            
Immunohistochemical staining of MHC class I (clone HC10, specific for some HLA-A, and all HLA-B/C heavy chains) shows lack of localization to 
the outer cell membrane of S100-positive tumor cells at relapse, in contrast to baseline tumor or adjacent normal bowel tissue.  By contrast, the 
tumor appears negative for MHC class II. Lower panel for relapse samples represent boxed insets from upper panel.!
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Supplementary,Table,S1:,Demographic,and,baseline,patient,clinical,characteristics.

Case,#1 Case,#,2 Case,#3 Case,#4
,irRECIST Partial'Response Partial'Response Partial'Response Partial'Response
Study Merck'MK34756006 Merck'MK634756001 Merck'MK634756001 Merck'MK634756001
Progression,Free,Survival,(Days) 419 734 453 888
Overall,Survival,(Days)
*ongoing,at,census 691 945 974 1262*
Age,at,Tx,start 58 60 70 61
Sex M M M M
ECOG,Status,at,Baseline 0 0 0 0
Disease,Status,at,Baseline M1c M1b M1c M1c
Baseline,LDH
(ULN,223) 358 83 263 222
BRAF/NRAS BRAF'V600E BRAF'L597S NRAS'Q61K BRAF'V600E
Melanoma,Type Cutaenous Cutaneous Cutaneous Cutaneous
#,Prior,Systemic,Therapies 2 0 0 4
Prior,Immunotherapy? Interferon6alpha 0 0 IL62,'Ipilimumab,'TIL'adoptive'cell'transfer
Prior,BRAF/MEK,inhibitor? Vemurafenib' 0 0 Vemurafenib
Prior,Chemotherapy? 0 0 0 0
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Supplementary,Table,S2:,Sample,list,and,whole,exome,sequencing,metrics

Case
Timepoint,

(Days,from,C1D1) Anatomic,Location Clinical,Scenario
Sequenced
Sample,Type

Exome,Seq,
Sample,Name

NonEsynonymous
Mutation,Count

%,Tumor,Cellularity
,(Sequenza)

Ploidy
(Sequenza) Total,Reads Mean,Coverage %_bases_above_15X

Case%#1 (233 Small%Bowel Baseline,%pre(response Bulk%tumor%(%FFPE Case#1(Baseline 1173 0.79 2.2 5869797548 91.44 96.6

Case%#1 425 Sigmoid%Colon In(situ%Relapse Bulk%tumor%(%Snap%Frozen Case#1(Relapse 1140 0.45 2.5 8122321016 126.53 97

Case%#1 NA Normal%(PBMC) N/A PBMC N/A NA NA 5810616299 90.52 96.2

Case%#2 (5 Lung Baseline,%pre(response Cell%Line%(M420) Case#2(Baseline(M420 240 0.95 3.8 9198284962 143.3 97.1

Case%#2 788 Lung In(situ%Relapse Bulk%tumor%(%Snap%Frozen Case#2(Relapse(WholeTumor 305 0.56 3.3 11499597416 179.15 97.7

Case%#2 788 Lung In(situ%Relapse Cell%Line%(M464) Case#2(Relapse(M464 333 0.98 3.5 13430534410 209.23 97.9

Case%#2 NA Normal%(PBMC) N/A PBMC N/A NA NA 9109279242 141.91 97.3

Case%#3 (8 Inguinal%lymph%node Baseline,%pre(response Cell%Line%(M437) Case#3(Baseline(M437 453 0.95 2.9 7667504038 119.45 96.8

Case%#3 453 Small%Bowel Relapse;%New%lesion% Bulk%tumor%(%Snap%Frozen Case#3(Relapse 328 0.4 2.9 11983298763 186.68 97.2

Case%#3 NA Normal%(PBMC) N/A PBMC N/A NA NA 9572406229 149.12 97.5

Case%#4 (28 Left chestwall Baseline,%pre(response Bulk%tumor%(%Snap%Frozen Case#4(Baseline 347 0.89 3.4 11619208625 181.01 97.5

Case%#4 898 Left chestwall Relapse;%New%lesion Bulk%tumor%(%Snap%Frozen Case#4(Relapse 406 0.74 3.4 10358188486 161.37 97.1

Case%#4 NA Normal%(PBMC) N/A PBMC N/A NA NA 7196761543 112.12 95.9
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Supplementary,Table,S3:,,Quantification,of,immunohistochemistry,for,CD8,infiltration,and,PD=L1,expression.

Case Timepoint %,CD8 Total,Nuclei,Count

Tissue,
Area

,(mm2)

CD8,Density

cells/mm2, %,CD8 Total,Nuclei,Count

Tissue,Area

,(mm2)

CD8,
Density

cells/mm2, %,PD=L1 Total,Nuclei,Count

Tissue,
Area

,(mm2)

PD=L1,
Density

cells/mm2, %,PD=L1 Total,Nuclei,Count

Tissue,
Area

,(mm2)

PD=L1,
Density

cells/mm2,

Case%#1 Baseline 38 242766 42 2196.5 13 791627 163 631.4 49 206074 26 3883.7 17.5 898011 162 970.1
Case%#1 Relapse 16.5 35447 7.3 799.6 1.65 115919.5 26.1 73.3 53.9 41978.66667 7.03 3217.0 22.05 110552.5 24.4 999.1
Case%#2 Baseline%*+ NA NA NA NA 3 4309 0.663 195.1 NA NA NA NA 9.4 4799 0.713 632.6
Case%#2% On=treatment+ NA NA NA NA 84 604 0.059925 8466.6 NA NA NA NA 72 623 0.048498 9249.0
Case%#2 Relapse 26 31086 5.3 1525.0 2.5 255321 35 182.4 38 30483 4.8 2413.2 6 213040 37.7 339.1
Case%#3% Baseline*^ 58 2023 0.293 4009.4 23 5653 0.921 1411.8 NA NA NA NA 40 3933 0.360 4374.2
Case%#3 On=treatment^+ NA NA NA NA 90 5557 6 833.6 NA NA NA NA 31 50244 6 2595.9
Case%#3% Relapse 18 27463 4 1235.8 8.9 678132 135 447.1 25 28784 4.4 1635.5 20 1460378 212 1377.7
Case%#4 Baseline 24 9003 1.7 1271.0 0.3 225012 41 16.5 2.9 12404 1.7 211.6 0.14 194354 37.7 7.2
Case%#4 On=treatment 62.5 90954 14.7 3867.1 39 199070 36.6 2121.2 76.6 129461 14.1 7033.1 60 237179 31 4590.6
Case%#4 Relapse 60 53901 7.6 4255.3 15.6 322322 60 838.0 72.5 70934 7.6 6766.7 30 364649 60 1823.2

*Poor%quality%tissue/staining
^Lymph%node%biopsy
+%Unable%to%delineate%invasive%margin

Invasive,Margin Intra=tumoral,Area Invasive,Margin Intra=tumoral,Area
CD8 PD=L1
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Supplementary,Table,S4:,,List,of,non6synonymous,somatic,mutations,from,all,whole,exome,sequencing,samples

Sample Hugo_Symbol Chromosome Start_position Variant_Classification
Reference
Allele

Mutant
Allele

Protein
Change

Tumor
Coverage

Mutant,
Read,Count VAF Adjusted_VAF

CopyNumber
Total CN_A CN_B

Normal
Coverage Description Annotation_Transcript

Case#1'Relapse'WholeTumor MIIP 1 12090096 Missense_Mutation C A p.P286Q 102 6 0.059 0.131 2 2 0 94 migrationEandEinvasionEinhibitoryEprotein ENST00000235332.4
Case#1'Relapse'WholeTumor PRAMEF22 1 13036403 Missense_Mutation G A p.E159K 571 129 0.226 0.502 2 2 0 441 PRAMEEfamilyEmemberE22 ENST00000376187.1
Case#1'Relapse'WholeTumor UBR4 1 19411143 Nonsense_Mutation G A p.Q4955* 117 54 0.462 1.026 2 2 0 94 ubiquitinEproteinEligaseEE3EcomponentEn'recogninE4 ENST00000375254.3
Case#1'Relapse'WholeTumor HSPG2 1 22170753 Missense_Mutation G A p.S2835F 76 24 0.316 0.702 2 2 0 72 heparanEsulfateEproteoglycanE2 ENST00000374695.3
Case#1'Relapse'WholeTumor LACTBL1 1 23285254 Missense_Mutation C T p.M159I 61 22 0.361 0.801 2 2 0 55 lactamase,Ebeta'likeE1 ENST00000426928.2
Case#1'Relapse'WholeTumor YTHDF2 1 29070382 Missense_Mutation C G p.L534V 192 85 0.443 0.984 2 2 0 112 YTHEdomainEfamily,EmemberE2 ENST00000373812.3
Case#1'Relapse'WholeTumor CSMD2 1 34128655 Missense_Mutation C T p.D237N 56 24 0.429 0.952 2 2 0 37 CUBEandESushiEmultipleEdomainsE2 ENST00000373380.1
Case#1'Relapse'WholeTumor ZMYM4 1 35885142 Missense_Mutation C T p.P1504L 122 50 0.410 0.911 2 2 0 125 zincEfinger,EMYM'typeE4 ENST00000314607.6
Case#1'Relapse'WholeTumor MACF1 1 39823309 Missense_Mutation C T p.S3901F 77 33 0.429 0.952 2 2 0 67 microtubule'actinEcrosslinkingEfactorE1 ENST00000372915.3
Case#1'Relapse'WholeTumor C1orf50 1 43240949 Missense_Mutation C T p.P162S 80 40 0.500 1.111 2 2 0 74 chromosomeE1EopenEreadingEframeE50 ENST00000372525.5
Case#1'Relapse'WholeTumor SLC5A9 1 48694988 Missense_Mutation C T p.L121F 102 47 0.461 1.024 2 2 0 67 soluteEcarrierEfamilyE5E(sodium/sugarEcotransporter),EmemberE9 ENST00000438567.2
Case#1'Relapse'WholeTumor PODN 1 53543414 Missense_Mutation G A p.E314K 59 26 0.441 0.979 2 2 0 66 podocan ENST00000312553.5
Case#1'Relapse'WholeTumor FAM151A 1 55088975 Missense_Mutation G A p.L32F 176 93 0.528 1.174 2 2 0 153 familyEwithEsequenceEsimilarityE151,EmemberEA ENST00000302250.2
Case#1'Relapse'WholeTumor TTC22 1 55266809 Missense_Mutation C T p.D10N 35 13 0.371 0.825 2 2 0 40 tetratricopeptideErepeatEdomainE22 ENST00000371276.4
Case#1'Relapse'WholeTumor C1orf168 1 57219580 Missense_Mutation C T p.E387K 166 81 0.488 1.084 2 2 0 124 chromosomeE1EopenEreadingEframeE168 ENST00000343433.6
Case#1'Relapse'WholeTumor C1orf168 1 57257903 Missense_Mutation G A p.P195S 93 45 0.484 1.075 2 2 0 69 chromosomeE1EopenEreadingEframeE168 ENST00000343433.6
Case#1'Relapse'WholeTumor FGGY 1 60139762 Missense_Mutation C T p.A490V 152 73 0.480 1.067 2 2 0 117 FGGYEcarbohydrateEkinaseEdomainEcontaining ENST00000303721.7
Case#1'Relapse'WholeTumor JAK1 1 65321333 Nonsense_Mutation G A p.Q503* 83 44 0.530 1.178 2 2 0 58 JanusEkinaseE1 ENST00000342505.4
Case#1'Relapse'WholeTumor DEPDC1 1 68944934 Missense_Mutation C T p.G669R 74 31 0.419 0.931 2 2 0 66 DEPEdomainEcontainingE1 ENST00000456315.2
Case#1'Relapse'WholeTumor LRRC7 1 70504734 Missense_Mutation G A p.G1038E 78 27 0.346 0.769 2 2 0 47 leucineErichErepeatEcontainingE7 ENST00000035383.5
Case#1'Relapse'WholeTumor SLC44A5 1 75708615 Missense_Mutation C T p.E143K 102 41 0.402 0.893 2 2 0 73 soluteEcarrierEfamilyE44,EmemberE5 ENST00000370855.5
Case#1'Relapse'WholeTumor AK5 1 77752704 Missense_Mutation G A p.E47K 104 40 0.385 0.855 2 2 0 103 adenylateEkinaseE5 ENST00000354567.2
Case#1'Relapse'WholeTumor GIPC2 1 78560732 Missense_Mutation C T p.H175Y 146 68 0.466 1.035 2 2 0 104 GIPCEPDZEdomainEcontainingEfamily,EmemberE2 ENST00000370759.3
Case#1'Relapse'WholeTumor OLFM3 1 102270241 Nonsense_Mutation A C p.Y330* 111 43 0.387 0.861 2 2 0 84 olfactomedinE3 ENST00000338858.5
Case#1'Relapse'WholeTumor MYBPHL 1 109839414 Nonsense_Mutation G A p.Q241* 158 68 0.430 0.956 2 2 0 121 myosinEbindingEproteinEH'like ENST00000357155.1
Case#1'Relapse'WholeTumor LRIG2 1 113666581 Missense_Mutation C T p.S1019L 106 44 0.415 0.922 2 2 0 84 leucine'richErepeatsEandEimmunoglobulin'likeEdomainsE2 ENST00000361127.5
Case#1'Relapse'WholeTumor SYCP1 1 115487554 Missense_Mutation G A p.R702Q 118 60 0.508 1.130 2 2 0 96 synaptonemalEcomplexEproteinE1 ENST00000369522.3
Case#1'Relapse'WholeTumor NGF 1 115829131 Missense_Mutation C T p.E96K 59 24 0.407 0.904 2 2 0 61 nerveEgrowthEfactorE(betaEpolypeptide) ENST00000369512.2

Case#1'Relapse'WholeTumor HSD3B2 1 119964548 Missense_Mutation G A p.E142K 145 72 0.497 1.103 2 2 0 104
hydroxy'delta'5'steroidEdehydrogenase,E3Ebeta'EandEsteroidEdelta'

isomeraseE2 ENST00000543831.1

Case#1'Relapse'WholeTumor HSD3B2 1 119965208 Missense_Mutation C T p.R362W 149 74 0.497 1.104 2 2 0 112
hydroxy'delta'5'steroidEdehydrogenase,E3Ebeta'EandEsteroidEdelta'

isomeraseE2 ENST00000543831.1
Case#1'Relapse'WholeTumor ANKRD35 1 145561858 Missense_Mutation CC TT p.P516L 102 24 0.235 0.427 3 2 1 66 ankyrinErepeatEdomainE35 ENST00000355594.4
Case#1'Relapse'WholeTumor FCGR1A 1 149759943 Missense_Mutation C T p.S110F 436 167 0.383 0.695 3 2 1 242 FcEfragmentEofEIgG,EhighEaffinityEIa,EreceptorE(CD64) ENST00000369168.4

Case#1'Relapse'WholeTumor SEMA6C 1 151109476 Missense_Mutation C G p.W277C 190 19 0.100 0.181 3 2 1 115
semaEdomain,EtransmembraneEdomainE(TM),EandEcytoplasmicE

domain,E(semaphorin)E6C ENST00000341697.3
Case#1'Relapse'WholeTumor TCHH 1 152080664 Nonsense_Mutation G A p.Q1677* 130 24 0.185 0.335 3 2 1 82 trichohyalin ENST00000368804.1
Case#1'Relapse'WholeTumor TCHH 1 152082830 Missense_Mutation C T p.E955K 93 9 0.097 0.176 3 2 1 72 trichohyalin ENST00000368804.1
Case#1'Relapse'WholeTumor HRNR 1 152190971 Missense_Mutation C T p.G1045D 419 55 0.131 0.238 3 2 1 246 hornerin ENST00000368801.2
Case#1'Relapse'WholeTumor FLG 1 152280808 Missense_Mutation C T p.G2185E 547 88 0.161 0.292 3 2 1 335 filaggrin ENST00000368799.1
Case#1'Relapse'WholeTumor FLG 1 152283826 Missense_Mutation G A p.S1179F 535 109 0.204 0.370 3 2 1 338 filaggrin ENST00000368799.1
Case#1'Relapse'WholeTumor FLG 1 152284345 Missense_Mutation C T p.G1006E 409 60 0.147 0.266 3 2 1 225 filaggrin ENST00000368799.1
Case#1'Relapse'WholeTumor FLG2 1 152325229 Missense_Mutation C T p.G1678E 466 77 0.165 0.300 3 2 1 315 filaggrinEfamilyEmemberE2 ENST00000388718.5
Case#1'Relapse'WholeTumor FLG2 1 152329859 Missense_Mutation T A p.S135C 323 18 0.056 0.101 3 2 1 209 filaggrinEfamilyEmemberE2 ENST00000388718.5
Case#1'Relapse'WholeTumor CRNN 1 152383101 Nonsense_Mutation G A p.Q153* 61 13 0.213 0.387 3 2 1 53 cornulin ENST00000271835.3
Case#1'Relapse'WholeTumor S100A3 1 153520165 Missense_Mutation G A p.S100F 195 28 0.144 0.261 3 2 1 128 S100EcalciumEbindingEproteinEA3 ENST00000368713.3
Case#1'Relapse'WholeTumor SNAPIN 1 153633746 Missense_Mutation G A p.G127E 113 22 0.195 0.353 3 2 1 79 SNAP'associatedEprotein ENST00000368685.5
Case#1'Relapse'WholeTumor NUP210L 1 154062058 Nonsense_Mutation G A p.R734* 95 11 0.116 0.210 3 2 1 50 nucleoporinE210kDa'like ENST00000368559.3
Case#1'Relapse'WholeTumor UBAP2L 1 154228226 Missense_Mutation C T p.L718F 161 29 0.180 0.327 3 2 1 73 ubiquitinEassociatedEproteinE2'like ENST00000361546.2
Case#1'Relapse'WholeTumor BCAN 1 156622520 Missense_Mutation C T p.S593F 44 8 0.182 0.330 3 2 1 34 brevican ENST00000329117.5
Case#1'Relapse'WholeTumor PRCC 1 156756716 Missense_Mutation C T p.S278F 95 18 0.189 0.344 3 2 1 72 papillaryErenalEcellEcarcinomaE(translocation'associated) ENST00000271526.4
Case#1'Relapse'WholeTumor FCRL2 1 157737021 Splice_Site C A p.G388* 58 9 0.155 0.282 3 2 1 46 FcEreceptor'likeE2 ENST00000361516.3
Case#1'Relapse'WholeTumor OR10T2 1 158368898 Missense_Mutation C T p.G120E 80 13 0.163 0.295 3 2 1 39 olfactoryEreceptor,EfamilyE10,EsubfamilyET,EmemberE2 ENST00000334438.1

Case#1'Relapse'WholeTumor OR10X1 1 158548760 Missense_Mutation C T p.M310I 175 35 0.200 0.363 3 2 1 104
olfactoryEreceptor,EfamilyE10,EsubfamilyEX,EmemberE1E

(gene/pseudogene) ENST00000368150.1
Case#1'Relapse'WholeTumor SPTA1 1 158585076 Nonsense_Mutation G A p.Q2240* 163 30 0.184 0.334 3 2 1 86 spectrin,Ealpha,EerythrocyticE1 ENST00000368147.4
Case#1'Relapse'WholeTumor OR6K3 1 158687250 Missense_Mutation C T p.R235K 120 14 0.117 0.212 3 2 1 63 olfactoryEreceptor,EfamilyE6,EsubfamilyEK,EmemberE3 ENST00000368146.1
Case#1'Relapse'WholeTumor OR6N1 1 158736124 Missense_Mutation C T p.A117T 112 43 0.384 0.697 3 2 1 72 olfactoryEreceptor,EfamilyE6,EsubfamilyEN,EmemberE1 ENST00000335094.2
Case#1'Relapse'WholeTumor OR10J1 1 159410110 Missense_Mutation T G p.F188V 130 27 0.208 0.377 3 2 1 98 olfactoryEreceptor,EfamilyE10,EsubfamilyEJ,EmemberE1 ENST00000423932.3
Case#1'Relapse'WholeTumor CRP 1 159683805 Missense_Mutation G A p.S62F 79 30 0.380 0.689 3 2 1 51 C'reactiveEprotein,Epentraxin'related ENST00000255030.5
Case#1'Relapse'WholeTumor SLAMF8 1 159799815 Missense_Mutation C T p.S67F 71 22 0.310 0.562 3 2 1 30 SLAMEfamilyEmemberE8 ENST00000289707.5
Case#1'Relapse'WholeTumor CD48 1 160650992 Splice_Site C T p.A218T 152 11 0.072 0.131 3 2 1 113 CD48Emolecule ENST00000368046.3
Case#1'Relapse'WholeTumor LY9 1 160783554 Missense_Mutation G A p.E195K 178 32 0.180 0.326 3 2 1 110 lymphocyteEantigenE9 ENST00000263285.6
Case#1'Relapse'WholeTumor ITLN1 1 160851081 Nonsense_Mutation G A p.Q143* 178 34 0.191 0.347 3 2 1 110 intelectinE1E(galactofuranoseEbinding) ENST00000326245.3
Case#1'Relapse'WholeTumor FCGR3A 1 161518217 Missense_Mutation G A p.H105Y 466 51 0.109 0.199 3 2 1 244 FcEfragmentEofEIgG,ElowEaffinityEIIIa,EreceptorE(CD16a) ENST00000436743.1
Case#1'Relapse'WholeTumor UHMK1 1 162487933 Missense_Mutation C T p.P356S 202 40 0.198 0.359 3 2 1 133 U2AFEhomologyEmotifE(UHM)EkinaseE1 ENST00000489294.1
Case#1'Relapse'WholeTumor RGS5 1 163122504 Missense_Mutation C T p.G74R 102 39 0.382 0.694 3 2 1 63 regulatorEofEG'proteinEsignalingE5 ENST00000313961.5
Case#1'Relapse'WholeTumor MAEL 1 166960705 Missense_Mutation GG AA p.G106N 153 19 0.124 0.225 3 2 1 104 maelstromEspermatogenicEtransposonEsilencer ENST00000367872.4
Case#1'Relapse'WholeTumor CD247 1 167402275 Missense_Mutation C T p.D139N 72 22 0.306 0.555 3 2 1 48 CD247Emolecule ENST00000362089.5
Case#1'Relapse'WholeTumor ADCY10 1 167871277 Missense_Mutation C T p.G90E 135 22 0.163 0.296 3 2 1 80 adenylateEcyclaseE10E(soluble) ENST00000367851.4
Case#1'Relapse'WholeTumor NME7 1 169292461 Missense_Mutation C T p.E58K 82 7 0.085 0.155 3 2 1 55 NME/NM23EfamilyEmemberE7 ENST00000367811.3
Case#1'Relapse'WholeTumor CCDC181 1 169391259 Missense_Mutation A T p.L137H 40 7 0.175 0.318 3 2 1 29 coiled'coilEdomainEcontainingE181 ENST00000367806.3
Case#1'Relapse'WholeTumor FMO4 1 171292331 Splice_Site G A p.K107K 124 21 0.169 0.307 3 2 1 97 flavinEcontainingEmonooxygenaseE4 ENST00000367749.3
Case#1'Relapse'WholeTumor SLC9C2 1 173545816 Missense_Mutation C T p.E296K 67 16 0.239 0.433 3 2 1 32 soluteEcarrierEfamilyE9,EmemberEC2E(putative) ENST00000367714.3
Case#1'Relapse'WholeTumor SLC9C2 1 173567152 Missense_Mutation G A p.P83L 111 21 0.189 0.343 3 2 1 43 soluteEcarrierEfamilyE9,EmemberEC2E(putative) ENST00000367714.3
Case#1'Relapse'WholeTumor TNN 1 175046583 Missense_Mutation C T p.P10L 51 12 0.235 0.427 3 2 1 25 tenascinEN ENST00000239462.4
Case#1'Relapse'WholeTumor TNR 1 175293631 Missense_Mutation C T p.G1273E 163 26 0.160 0.289 3 2 1 93 tenascinER ENST00000367674.2
Case#1'Relapse'WholeTumor TNR 1 175324709 Missense_Mutation G A p.S1060F 123 25 0.203 0.369 3 2 1 85 tenascinER ENST00000367674.2
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Case#1'Relapse'WholeTumor TNR 1 175325572 Missense_Mutation C T p.G1001R 221 46 0.208 0.378 3 2 1 124 tenascinER ENST00000367674.2
Case#1'Relapse'WholeTumor TNR 1 175331865 Missense_Mutation C T p.E930K 350 118 0.337 0.612 3 2 1 226 tenascinER ENST00000367674.2
Case#1'Relapse'WholeTumor PAPPA2 1 176525628 Missense_Mutation G A p.R57Q 143 22 0.154 0.279 3 2 1 106 pappalysinE2 ENST00000367662.3
Case#1'Relapse'WholeTumor PAPPA2 1 176709218 Missense_Mutation C T p.S1346L 123 29 0.236 0.428 3 2 1 85 pappalysinE2 ENST00000367662.3
Case#1'Relapse'WholeTumor ASTN1 1 176926845 Missense_Mutation G A p.S627L 146 29 0.199 0.360 3 2 1 106 astrotactinE1 ENST00000367654.3
Case#1'Relapse'WholeTumor ASTN1 1 177133719 Missense_Mutation C T p.E32K 47 6 0.128 0.232 3 2 1 31 astrotactinE1 ENST00000367654.3
Case#1'Relapse'WholeTumor RASAL2 1 178423643 Missense_Mutation G A p.G543R 116 16 0.138 0.250 3 2 1 74 RASEproteinEactivatorElikeE2 ENST00000462775.1
Case#1'Relapse'WholeTumor QSOX1 1 180158768 Missense_Mutation C T p.P367S 86 10 0.116 0.211 3 2 1 79 quiescinEQ6EsulfhydrylEoxidaseE1 ENST00000367602.3
Case#1'Relapse'WholeTumor CACNA1E 1 181695231 Nonsense_Mutation C T p.Q725* 122 26 0.213 0.387 3 2 1 79 calciumEchannel,Evoltage'dependent,EREtype,EalphaE1EEsubunit ENST00000367573.2
Case#1'Relapse'WholeTumor RGSL1 1 182443171 Missense_Mutation G A p.E309K 75 14 0.187 0.339 3 2 1 50 regulatorEofEG'proteinEsignalingElikeE1 ENST00000294854.8
Case#1'Relapse'WholeTumor NMNAT2 1 183261971 Missense_Mutation G C p.R66G 95 20 0.211 0.382 3 2 1 63 nicotinamideEnucleotideEadenylyltransferaseE2 ENST00000287713.6
Case#1'Relapse'WholeTumor SMG7 1 183498642 Nonsense_Mutation C T p.R273* 168 27 0.161 0.292 3 2 1 87 SMG7EnonsenseEmediatedEmRNAEdecayEfactor ENST00000347615.2
Case#1'Relapse'WholeTumor FAM129A 1 184764464 Missense_Mutation C T p.E812K 95 18 0.189 0.344 3 2 1 50 familyEwithEsequenceEsimilarityE129,EmemberEA ENST00000367511.3
Case#1'Relapse'WholeTumor HMCN1 1 186059892 Missense_Mutation C T p.P3244S 121 25 0.207 0.375 3 2 1 70 hemicentinE1 ENST00000271588.4
Case#1'Relapse'WholeTumor HMCN1 1 186084051 Missense_Mutation C T p.R3793C 143 23 0.161 0.292 3 2 1 98 hemicentinE1 ENST00000271588.4
Case#1'Relapse'WholeTumor PRG4 1 186276622 Missense_Mutation G A p.E591K 98 6 0.061 0.111 3 2 1 76 proteoglycanE4 ENST00000445192.2
Case#1'Relapse'WholeTumor PDC 1 186413125 Missense_Mutation C T p.E243K 145 19 0.131 0.238 3 2 1 97 phosducin ENST00000391997.2
Case#1'Relapse'WholeTumor UCHL5 1 192993057 Nonsense_Mutation G A p.R217* 69 11 0.159 0.289 3 2 1 52 ubiquitinEcarboxyl'terminalEhydrolaseEL5 ENST00000367455.4
Case#1'Relapse'WholeTumor PTPRC 1 198718604 Missense_Mutation G A p.D998N 120 41 0.342 0.620 3 2 1 51 proteinEtyrosineEphosphatase,EreceptorEtype,EC ENST00000367376.2
Case#1'Relapse'WholeTumor CACNA1S 1 201039480 Missense_Mutation GG AA p.P760L 79 27 0.342 0.620 3 2 1 27 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1SEsubunit ENST00000362061.3
Case#1'Relapse'WholeTumor PKP1 1 201294101 Missense_Mutation C T p.L644F 82 17 0.207 0.376 3 2 1 78 plakophilinE1 ENST00000352845.3
Case#1'Relapse'WholeTumor LGR6 1 202287440 Missense_Mutation C T p.S670F 111 15 0.135 0.245 3 2 1 59 leucine'richErepeatEcontainingEGEprotein'coupledEreceptorE6 ENST00000367278.3
Case#1'Relapse'WholeTumor FMOD 1 203317046 Missense_Mutation G A p.T118I 168 34 0.202 0.367 3 2 1 97 fibromodulin ENST00000354955.4
Case#1'Relapse'WholeTumor NFASC 1 204949527 Missense_Mutation G A p.G736R 149 17 0.114 0.207 3 2 1 83 neurofascin ENST00000401399.1
Case#1'Relapse'WholeTumor CR1 1 207751155 Missense_Mutation C T p.P1515S 389 124 0.319 0.579 3 2 1 276 complementEcomponentE(3b/4b)EreceptorE1E(KnopsEbloodEgroup) ENST00000367049.4
Case#1'Relapse'WholeTumor C1orf74 1 209956207 Missense_Mutation G A p.S258F 91 16 0.176 0.319 3 2 1 61 chromosomeE1EopenEreadingEframeE74 ENST00000294811.1

Case#1'Relapse'WholeTumor KCNH1 1 211263988 Missense_Mutation C T p.E119K 150 27 0.180 0.327 3 2 1 95
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE1 ENST00000271751.4
Case#1'Relapse'WholeTumor USH2A 1 216498829 Missense_Mutation G A p.P321S 155 52 0.335 0.609 3 2 1 89 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#1'Relapse'WholeTumor C1orf65 1 223568085 Missense_Mutation A G p.N423S 46 7 0.152 0.276 3 2 1 21 ENST00000366875.3
Case#1'Relapse'WholeTumor DNAH14 1 225380471 Missense_Mutation G A p.G1488E 93 21 0.226 0.410 3 2 1 53 dynein,Eaxonemal,EheavyEchainE14 ENST00000445597.2
Case#1'Relapse'WholeTumor IBA57 1 228362852 Missense_Mutation C T p.P237S 200 65 0.325 0.590 3 2 1 150 IBA57,Eiron'sulfurEclusterEassemblyEhomologE(S.Ecerevisiae) ENST00000366711.3
Case#1'Relapse'WholeTumor OBSCN 1 228444456 Missense_Mutation G A p.E1472K 289 39 0.135 0.245 3 2 1 190 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#1'Relapse'WholeTumor OBSCN 1 228467086 Missense_Mutation C T p.T2446I 183 33 0.180 0.327 3 2 1 124 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#1'Relapse'WholeTumor OBSCN 1 228480416 Missense_Mutation C T p.A3599V 281 57 0.203 0.368 3 2 1 164 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#1'Relapse'WholeTumor OBSCN 1 228563861 Missense_Mutation GG AA p.G7647K 152 21 0.138 0.251 3 2 1 91 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#1'Relapse'WholeTumor PCNXL2 1 233388499 Missense_Mutation C T p.E624K 85 11 0.129 0.235 3 2 1 57 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#1'Relapse'WholeTumor TARBP1 1 234565167 Missense_Mutation G A p.P956S 90 14 0.156 0.282 3 2 1 69 TARE(HIV'1)ERNAEbindingEproteinE1 ENST00000040877.1
Case#1'Relapse'WholeTumor B3GALNT2 1 235658121 Missense_Mutation G A p.P44S 140 31 0.221 0.402 3 2 1 80 beta'1,3'N'acetylgalactosaminyltransferaseE2 ENST00000366600.3
Case#1'Relapse'WholeTumor LYST 1 235926080 Missense_Mutation GG AA p.L2065F 112 14 0.125 0.227 3 2 1 60 lysosomalEtraffickingEregulator ENST00000389794.3
Case#1'Relapse'WholeTumor NID1 1 236175223 Missense_Mutation C T p.G842E 130 18 0.138 0.251 3 2 1 104 nidogenE1 ENST00000264187.6
Case#1'Relapse'WholeTumor RYR2 1 237675076 Missense_Mutation C T p.S936L 92 14 0.152 0.276 3 2 1 57 ryanodineEreceptorE2E(cardiac) ENST00000366574.2
Case#1'Relapse'WholeTumor RYR2 1 237948261 Missense_Mutation G A p.E4417K 78 23 0.295 0.535 3 2 1 44 ryanodineEreceptorE2E(cardiac) ENST00000366574.2
Case#1'Relapse'WholeTumor RYR2 1 237965216 Splice_Site C T p.N4717N 187 26 0.139 0.252 3 2 1 112 ryanodineEreceptorE2E(cardiac) ENST00000366574.2
Case#1'Relapse'WholeTumor RGS7 1 241262011 Missense_Mutation G A p.R44C 131 19 0.145 0.263 3 2 1 107 regulatorEofEG'proteinEsignalingE7 ENST00000407727.1
Case#1'Relapse'WholeTumor AKT3 1 243736329 Missense_Mutation C T p.E240K 89 17 0.191 0.347 3 2 1 85 v'aktEmurineEthymomaEviralEoncogeneEhomologE3 ENST00000366539.1
Case#1'Relapse'WholeTumor NLRP3 1 247586553 Missense_Mutation CG TA p.S102L 315 49 0.156 0.282 3 2 1 180 NLREfamily,EpyrinEdomainEcontainingE3 ENST00000336119.3
Case#1'Relapse'WholeTumor OR2G3 1 247769009 Missense_Mutation G A p.G41E 179 31 0.173 0.314 3 2 1 105 olfactoryEreceptor,EfamilyE2,EsubfamilyEG,EmemberE3 ENST00000320002.2
Case#1'Relapse'WholeTumor OR13G1 1 247836148 Missense_Mutation C T p.V66M 130 16 0.123 0.223 3 2 1 99 olfactoryEreceptor,EfamilyE13,EsubfamilyEG,EmemberE1 ENST00000359688.2
Case#1'Relapse'WholeTumor OR6F1 1 247875661 Missense_Mutation C T p.G133R 60 7 0.117 0.212 3 2 1 55 olfactoryEreceptor,EfamilyE6,EsubfamilyEF,EmemberE1 ENST00000302084.2
Case#1'Relapse'WholeTumor OR2L3 1 248224777 Missense_Mutation G A p.R265Q 340 47 0.138 0.251 3 2 1 251 olfactoryEreceptor,EfamilyE2,EsubfamilyEL,EmemberE3 ENST00000359959.3
Case#1'Relapse'WholeTumor OR2M3 1 248366400 Missense_Mutation G A p.D11N 289 57 0.197 0.358 3 2 1 200 olfactoryEreceptor,EfamilyE2,EsubfamilyEM,EmemberE3 ENST00000456743.1
Case#1'Relapse'WholeTumor OR2M3 1 248366416 Missense_Mutation G A p.G16E 308 48 0.156 0.283 3 2 1 199 olfactoryEreceptor,EfamilyE2,EsubfamilyEM,EmemberE3 ENST00000456743.1
Case#1'Relapse'WholeTumor OR2T7 1 248604980 Missense_Mutation C T p.P158L 305 39 0.128 0.232 3 2 1 183 olfactoryEreceptor,EfamilyE2,EsubfamilyET,EmemberE7 ENST00000460972.3
Case#1'Relapse'WholeTumor OR2T27 1 248813686 Missense_Mutation G A p.P167L 114 32 0.281 0.509 3 2 1 82 olfactoryEreceptor,EfamilyE2,EsubfamilyET,EmemberE27 ENST00000344889.3
Case#1'Relapse'WholeTumor ADARB2 10 1779337 Missense_Mutation G A p.S3L 119 34 0.286 0.635 2 1 1 77 adenosineEdeaminase,ERNA'specific,EB2E(non'functional) ENST00000381312.1
Case#1'Relapse'WholeTumor IL15RA 10 6008182 Missense_Mutation G A p.S70F 130 35 0.269 0.598 2 1 1 91 interleukinE15Ereceptor,Ealpha ENST00000379977.3
Case#1'Relapse'WholeTumor ITIH5 10 7611648 Missense_Mutation G A p.S711F 118 34 0.288 0.640 2 1 1 90 inter'alpha'trypsinEinhibitorEheavyEchainEfamily,EmemberE5 ENST00000256861.6
Case#1'Relapse'WholeTumor GATA3 10 8115931 Missense_Mutation C T p.S426F 61 11 0.180 0.401 2 1 1 52 GATAEbindingEproteinE3 ENST00000346208.3
Case#1'Relapse'WholeTumor CAMK1D 10 12856222 Missense_Mutation G A p.E224K 146 23 0.158 0.350 2 1 1 123 calcium/calmodulin'dependentEproteinEkinaseEID ENST00000378847.3
Case#1'Relapse'WholeTumor FAM171A1 10 15256377 Missense_Mutation G A p.P404S 84 12 0.143 0.317 2 1 1 65 familyEwithEsequenceEsimilarityE171,EmemberEA1 ENST00000378116.4
Case#1'Relapse'WholeTumor VIM 10 17271596 Missense_Mutation GG AA p.G59N 27 10 0.370 0.823 2 1 1 14 vimentin ENST00000224237.5
Case#1'Relapse'WholeTumor C10orf112 10 19498265 Missense_Mutation G A p.D179N 70 16 0.229 0.508 2 1 1 41 ENST00000454679.2
Case#1'Relapse'WholeTumor C10orf112 10 19636906 Missense_Mutation A T p.I666F 76 16 0.211 0.468 2 1 1 50 ENST00000454679.2
Case#1'Relapse'WholeTumor C10orf112 10 19787440 Missense_Mutation T G p.C1095G 127 22 0.173 0.385 2 1 1 104 ENST00000454679.2
Case#1'Relapse'WholeTumor PLXDC2 10 20335803 Missense_Mutation T A p.D110E 145 33 0.228 0.506 2 1 1 104 plexinEdomainEcontainingE2 ENST00000377252.4
Case#1'Relapse'WholeTumor THNSL1 10 25313606 Missense_Mutation C T p.S485F 70 10 0.143 0.317 2 1 1 72 threonineEsynthase'likeE1E(S.Ecerevisiae) ENST00000524413.1
Case#1'Relapse'WholeTumor SVIL 10 29840084 Missense_Mutation G A p.S90L 90 24 0.267 0.593 2 1 1 89 supervillin ENST00000355867.4
Case#1'Relapse'WholeTumor RET 10 43609005 Splice_Site G A p.R587R 45 15 0.333 0.741 2 1 1 41 retEproto'oncogene ENST00000355710.3
Case#1'Relapse'WholeTumor GPRIN2 10 46999649 Missense_Mutation G A p.A257T 49 8 0.163 0.363 2 1 1 47 GEproteinEregulatedEinducerEofEneuriteEoutgrowthE2 ENST00000374317.1
Case#1'Relapse'WholeTumor ZNF488 10 48370630 Missense_Mutation G A p.R33K 200 42 0.210 0.467 2 1 1 154 zincEfingerEproteinE488 ENST00000395702.2
Case#1'Relapse'WholeTumor WDFY4 10 50028286 Missense_Mutation G A p.G1838E 43 16 0.372 0.827 2 1 1 38 WDFYEfamilyEmemberE4 ENST00000325239.5
Case#1'Relapse'WholeTumor C10orf128 10 50374999 Missense_Mutation G T p.F51L 37 8 0.216 0.480 2 1 1 56 chromosomeE10EopenEreadingEframeE128 ENST00000474718.1
Case#1'Relapse'WholeTumor OGDHL 10 50943359 Missense_Mutation C T p.G983E 80 26 0.325 0.722 2 1 1 110 oxoglutarateEdehydrogenase'like ENST00000374103.4
Case#1'Relapse'WholeTumor SGMS1 10 52103527 Missense_Mutation T C p.I116M 102 18 0.176 0.392 2 1 1 78 sphingomyelinEsynthaseE1 ENST00000361781.2
Case#1'Relapse'WholeTumor A1CF 10 52595855 Missense_Mutation C T p.A195T 119 27 0.227 0.504 2 1 1 89 APOBEC1EcomplementationEfactor ENST00000373993.1
Case#1'Relapse'WholeTumor MBL2 10 54531257 Missense_Mutation G A p.P47S 89 16 0.180 0.400 2 1 1 67 mannose'bindingElectinE(proteinEC)E2,Esoluble ENST00000373968.3
Case#1'Relapse'WholeTumor PCDH15 10 55569228 Missense_Mutation C T p.E1528K 127 24 0.189 0.420 2 1 1 119 protocadherin'relatedE15 ENST00000395445.1
Case#1'Relapse'WholeTumor PCDH15 10 55582867 Missense_Mutation G A p.S1540L 143 33 0.231 0.513 2 1 1 112 protocadherin'relatedE15 ENST00000320301.6
Case#1'Relapse'WholeTumor PCDH15 10 55945022 Missense_Mutation C T p.D438N 105 14 0.133 0.296 2 1 1 92 protocadherin'relatedE15 ENST00000320301.6
Case#1'Relapse'WholeTumor FAM13C 10 61112097 Missense_Mutation T G p.N86T 93 17 0.183 0.406 2 1 1 97 familyEwithEsequenceEsimilarityE13,EmemberEC ENST00000373868.2
Case#1'Relapse'WholeTumor ANK3 10 61824037 Missense_Mutation C T p.R4110K 41 7 0.171 0.379 2 1 1 35 ankyrinE3,EnodeEofERanvierE(ankyrinEG) ENST00000280772.2
Case#1'Relapse'WholeTumor ANK3 10 61830674 Missense_Mutation G A p.S3322F 49 10 0.204 0.454 2 1 1 25 ankyrinE3,EnodeEofERanvierE(ankyrinEG) ENST00000280772.2
Case#1'Relapse'WholeTumor JMJD1C 10 64960426 Missense_Mutation G A p.R1696C 165 45 0.273 0.606 2 1 1 127 jumonjiEdomainEcontainingE1C ENST00000399262.2
Case#1'Relapse'WholeTumor CCAR1 10 70508974 Missense_Mutation G A p.G303E 180 34 0.189 0.420 2 1 1 119 cellEdivisionEcycleEandEapoptosisEregulatorE1 ENST00000265872.6
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Case#1'Relapse'WholeTumor PALD1 10 72300880 Missense_Mutation C T p.A644V 84 25 0.298 0.661 2 1 1 50 phosphataseEdomainEcontaining,EpaladinE1 ENST00000263563.6
Case#1'Relapse'WholeTumor PRF1 10 72358636 Missense_Mutation C T p.E281K 111 28 0.252 0.561 2 1 1 78 perforinE1E(poreEformingEprotein) ENST00000441259.1
Case#1'Relapse'WholeTumor CDH23 10 73500633 Missense_Mutation G A p.V1520M 124 23 0.185 0.412 2 1 1 86 cadherin'relatedE23 ENST00000224721.6
Case#1'Relapse'WholeTumor P4HA1 10 74806804 Missense_Mutation G A p.P319L 128 33 0.258 0.573 2 1 1 100 prolylE4'hydroxylase,EalphaEpolypeptideEI ENST00000307116.2
Case#1'Relapse'WholeTumor TTC18 10 75034301 Missense_Mutation G A p.H979Y 113 28 0.248 0.551 2 1 1 87 ENST00000310715.3
Case#1'Relapse'WholeTumor PTEN 10 89720808 Missense_Mutation T C p.L320S 89 35 0.393 0.874 2 2 0 49 phosphataseEandEtensinEhomolog ENST00000371953.3

Case#1'Relapse'WholeTumor BTAF1 10 93719750 Missense_Mutation C T p.R368C 129 61 0.473 1.051 2 2 0 94
BTAF1ERNAEpolymeraseEII,EB'TFIIDEtranscriptionEfactor'associated,E

170kDa ENST00000265990.6
Case#1'Relapse'WholeTumor PLCE1 10 95791077 Missense_Mutation G A p.E92K 52 22 0.423 0.940 2 2 0 56 phospholipaseEC,EepsilonE1 ENST00000371380.3
Case#1'Relapse'WholeTumor TCTN3 10 97440329 Missense_Mutation G A p.S497F 100 41 0.410 0.911 2 2 0 95 tectonicEfamilyEmemberE3 ENST00000371217.5
Case#1'Relapse'WholeTumor SEC31B 10 102269137 Missense_Mutation G A p.P112L 52 31 0.596 1.325 2 2 0 38 SEC31EhomologEBE(S.Ecerevisiae) ENST00000370345.3
Case#1'Relapse'WholeTumor SORCS3 10 106918686 Missense_Mutation G A p.E556K 56 33 0.589 1.310 2 2 0 76 sortilin'relatedEVPS10EdomainEcontainingEreceptorE3 ENST00000369701.3
Case#1'Relapse'WholeTumor PNLIPRP3 10 118203946 Missense_Mutation G A p.G126D 81 31 0.383 0.850 2 2 0 72 pancreaticElipase'relatedEproteinE3 ENST00000369230.3
Case#1'Relapse'WholeTumor TACC2 10 123847216 Missense_Mutation C T p.S1734F 103 51 0.495 1.100 2 2 0 94 transforming,EacidicEcoiled'coilEcontainingEproteinE2 ENST00000369005.1
Case#1'Relapse'WholeTumor DOCK1 10 129207624 Missense_Mutation T G p.F1417V 109 9 0.083 0.183 2 2 0 108 dedicatorEofEcytokinesisE1 ENST00000280333.6
Case#1'Relapse'WholeTumor NPS 10 129350899 Missense_Mutation C T p.S89L 53 20 0.377 0.839 2 2 0 58 neuropeptideES ENST00000398023.1
Case#1'Relapse'WholeTumor MKI67 10 129914052 Missense_Mutation G A p.S207F 66 36 0.545 1.212 2 2 0 51 markerEofEproliferationEKi'67 ENST00000368654.3
Case#1'Relapse'WholeTumor AL450307.1 10 133608090 Missense_Mutation G A p.P96S 63 34 0.540 1.199 2 2 0 43 ENST00000341866.3
Case#1'Relapse'WholeTumor TTC40 10 134699335 Missense_Mutation C T p.A1145T 32 13 0.406 0.903 2 2 0 39 ENST00000368586.5
Case#1'Relapse'WholeTumor MUC6 11 1016547 Missense_Mutation G A p.S2085F 214 34 0.159 0.353 2 1 1 179 mucinE6,EoligomericEmucus/gel'forming ENST00000421673.2
Case#1'Relapse'WholeTumor MUC5B 11 1270408 Missense_Mutation G A p.A4100T 261 40 0.153 0.341 2 1 1 211 mucinE5B,EoligomericEmucus/gel'forming ENST00000529681.1
Case#1'Relapse'WholeTumor OR52R1 11 4825594 Missense_Mutation C T p.G6E 124 26 0.210 0.466 2 1 1 89 olfactoryEreceptor,EfamilyE52,EsubfamilyER,EmemberE1 ENST00000356069.2
Case#1'Relapse'WholeTumor OR51S1 11 4870024 Missense_Mutation G A p.H139Y 115 34 0.296 0.657 2 1 1 88 olfactoryEreceptor,EfamilyE51,EsubfamilyES,EmemberE1 ENST00000322101.2
Case#1'Relapse'WholeTumor OR51G1 11 4945500 Missense_Mutation C T p.G24S 157 33 0.210 0.467 2 1 1 117 olfactoryEreceptor,EfamilyE51,EsubfamilyEG,EmemberE1 ENST00000321961.2
Case#1'Relapse'WholeTumor MMP26 11 5013192 Splice_Site A C 16 4 0.250 0.556 2 1 1 21 matrixEmetallopeptidaseE26 ENST00000380390.1
Case#1'Relapse'WholeTumor OR52J3 11 5068546 Missense_Mutation G A p.R264Q 99 24 0.242 0.539 2 1 1 100 olfactoryEreceptor,EfamilyE52,EsubfamilyEJ,EmemberE3 ENST00000380370.1
Case#1'Relapse'WholeTumor OR52E2 11 5079909 Missense_Mutation C T p.E317K 114 15 0.132 0.292 2 1 1 86 olfactoryEreceptor,EfamilyE52,EsubfamilyEE,EmemberE2 ENST00000321522.2
Case#1'Relapse'WholeTumor OR51B2 11 5345263 Missense_Mutation C T p.E89K 47 13 0.277 0.615 2 1 1 40 olfactoryEreceptor,EfamilyE51,EsubfamilyEB,EmemberE2 ENST00000328813.2
Case#1'Relapse'WholeTumor OR51I2 11 5475346 Missense_Mutation G A p.D210N 228 34 0.149 0.331 2 1 1 190 olfactoryEreceptor,EfamilyE51,EsubfamilyEI,EmemberE2 ENST00000341449.2
Case#1'Relapse'WholeTumor UBQLN3 11 5529629 Missense_Mutation G A p.S387F 134 38 0.284 0.630 2 1 1 77 ubiquilinE3 ENST00000311659.4
Case#1'Relapse'WholeTumor TRIM22 11 5730807 Nonsense_Mutation C T p.R476* 108 19 0.176 0.391 2 1 1 76 tripartiteEmotifEcontainingE22 ENST00000379965.3
Case#1'Relapse'WholeTumor OR56B4 11 6129543 Missense_Mutation G A p.E179K 77 19 0.247 0.548 2 1 1 50 olfactoryEreceptor,EfamilyE56,EsubfamilyEB,EmemberE4 ENST00000316529.3
Case#1'Relapse'WholeTumor NLRP10 11 7981652 Missense_Mutation C T p.E503K 96 18 0.188 0.417 2 1 1 57 NLREfamily,EpyrinEdomainEcontainingE10 ENST00000328600.2

Case#1'Relapse'WholeTumor KCNC1 11 17793758 Missense_Mutation C T p.P373S 37 10 0.270 0.601 2 1 1 35
potassiumEvoltage'gatedEchannel,EShaw'relatedEsubfamily,E

memberE1 ENST00000379472.3
Case#1'Relapse'WholeTumor SPTY2D1 11 18633868 Nonsense_Mutation G A p.R627* 120 22 0.183 0.407 2 1 1 69 SPT2,ESuppressorEofETy,EdomainEcontainingE1E(S.Ecerevisiae) ENST00000336349.5
Case#1'Relapse'WholeTumor NAV2 11 20099567 Missense_Mutation C T p.T1755I 74 16 0.216 0.480 2 1 1 43 neuronEnavigatorE2 ENST00000396087.3
Case#1'Relapse'WholeTumor NELL1 11 21581750 Missense_Mutation C T p.A601V 77 11 0.143 0.317 2 1 1 82 NEL'likeE1E(chicken) ENST00000357134.5
Case#1'Relapse'WholeTumor CREB3L1 11 46334162 Splice_Site G A 171 29 0.170 0.377 2 1 1 96 cAMPEresponsiveEelementEbindingEproteinE3'likeE1 ENST00000529193.1
Case#1'Relapse'WholeTumor PTPRJ 11 48157838 Nonsense_Mutation AC TT p.Q622* 62 7 0.113 0.251 2 1 1 72 proteinEtyrosineEphosphatase,EreceptorEtype,EJ ENST00000418331.2
Case#1'Relapse'WholeTumor OR4A47 11 48510661 Missense_Mutation G A p.G106D 104 29 0.279 0.620 2 2 0 81 olfactoryEreceptor,EfamilyE4,EsubfamilyEA,EmemberE47 ENST00000446524.1
Case#1'Relapse'WholeTumor OR5D14 11 55563272 Missense_Mutation C T p.P81S 211 49 0.232 0.516 2 1 1 181 olfactoryEreceptor,EfamilyE5,EsubfamilyED,EmemberE14 ENST00000335605.1
Case#1'Relapse'WholeTumor OR5M9 11 56230749 Missense_Mutation C T p.M43I 61 7 0.115 0.255 2 1 1 54 olfactoryEreceptor,EfamilyE5,EsubfamilyEM,EmemberE9 ENST00000279791.1
Case#1'Relapse'WholeTumor OR5M8 11 56258275 Missense_Mutation G A p.T191I 273 67 0.245 0.545 2 1 1 241 olfactoryEreceptor,EfamilyE5,EsubfamilyEM,EmemberE8 ENST00000327216.2
Case#1'Relapse'WholeTumor OR5AP2 11 56408980 Nonsense_Mutation C T p.W312* 99 27 0.273 0.606 2 1 1 88 olfactoryEreceptor,EfamilyE5,EsubfamilyEAP,EmemberE2 ENST00000302981.1
Case#1'Relapse'WholeTumor OR5AK2 11 56756827 Missense_Mutation G A p.G147S 173 54 0.312 0.694 2 1 1 125 olfactoryEreceptor,EfamilyE5,EsubfamilyEAK,EmemberE2 ENST00000326855.2
Case#1'Relapse'WholeTumor OR5AK2 11 56756984 Missense_Mutation T G p.L199R 340 28 0.082 0.183 2 1 1 286 olfactoryEreceptor,EfamilyE5,EsubfamilyEAK,EmemberE2 ENST00000326855.2
Case#1'Relapse'WholeTumor OR4D6 11 59224841 Missense_Mutation G A p.M136I 140 31 0.221 0.492 2 1 1 102 olfactoryEreceptor,EfamilyE4,EsubfamilyED,EmemberE6 ENST00000300127.2
Case#1'Relapse'WholeTumor TUT1 11 62348929 Missense_Mutation G C p.S173C 116 20 0.172 0.383 2 1 1 82 terminalEuridylylEtransferaseE1,EU6EsnRNA'specific ENST00000476907.1
Case#1'Relapse'WholeTumor SLC22A9 11 63141402 Missense_Mutation G A p.G233E 129 28 0.217 0.482 2 1 1 87 soluteEcarrierEfamilyE22E(organicEanionEtransporter),EmemberE9 ENST00000279178.3
Case#1'Relapse'WholeTumor PLCB3 11 64028965 Nonsense_Mutation C T p.R609* 111 30 0.270 0.601 2 1 1 89 phospholipaseEC,EbetaE3E(phosphatidylinositol'specific) ENST00000540288.1
Case#1'Relapse'WholeTumor RPS6KA4 11 64129178 Missense_Mutation C T p.T239I 103 31 0.301 0.669 2 1 1 64 ribosomalEproteinES6Ekinase,E90kDa,EpolypeptideE4 ENST00000334205.4
Case#1'Relapse'WholeTumor ATG2A 11 64664948 Missense_Mutation GG AA p.L1696F 130 37 0.285 0.632 2 1 1 113 autophagyErelatedE2A ENST00000377264.3
Case#1'Relapse'WholeTumor CTSW 11 65649988 Missense_Mutation T C p.S177P 98 26 0.265 0.590 2 1 1 69 cathepsinEW ENST00000307886.3
Case#1'Relapse'WholeTumor CD248 11 66082544 Missense_Mutation C T p.S652N 57 11 0.193 0.429 2 1 1 48 CD248Emolecule,Eendosialin ENST00000311330.3
Case#1'Relapse'WholeTumor SPTBN2 11 66455082 Missense_Mutation C T p.G2180R 49 7 0.143 0.317 2 1 1 33 spectrin,Ebeta,Enon'erythrocyticE2 ENST00000533211.1
Case#1'Relapse'WholeTumor TBX10 11 67402378 Missense_Mutation G A p.P96S 110 25 0.227 0.505 2 1 1 72 T'boxE10 ENST00000335385.3
Case#1'Relapse'WholeTumor FGF3 11 69625429 Missense_Mutation G A p.H122Y 137 39 0.285 0.633 2 1 1 116 fibroblastEgrowthEfactorE3 ENST00000334134.2
Case#1'Relapse'WholeTumor INPPL1 11 71944487 Missense_Mutation CC TT p.R682W 64 15 0.234 0.521 2 1 1 53 inositolEpolyphosphateEphosphatase'likeE1 ENST00000298229.2
Case#1'Relapse'WholeTumor GDPD4 11 76944167 Missense_Mutation G A p.P431L 180 43 0.239 0.531 2 1 1 146 glycerophosphodiesterEphosphodiesteraseEdomainEcontainingE4 ENST00000376217.2
Case#1'Relapse'WholeTumor NARS2 11 78277192 Missense_Mutation G A p.H167Y 88 17 0.193 0.429 2 1 1 65 asparaginyl'tRNAEsynthetaseE2,EmitochondrialE(putative) ENST00000281038.5
Case#1'Relapse'WholeTumor EED 11 85988157 Missense_Mutation T C p.F368L 176 40 0.227 0.505 2 1 1 114 embryonicEectodermEdevelopment ENST00000263360.6
Case#1'Relapse'WholeTumor TRIM77 11 89450921 Missense_Mutation G A p.D412N 191 41 0.215 0.477 2 1 1 154 tripartiteEmotifEcontainingE77 ENST00000398290.3
Case#1'Relapse'WholeTumor FAT3 11 92085636 Missense_Mutation G A p.E120K 91 18 0.198 0.440 2 1 1 95 FATEatypicalEcadherinE3 ENST00000298047.6
Case#1'Relapse'WholeTumor CCDC67 11 93127766 Missense_Mutation G A p.E395K 82 16 0.195 0.434 2 1 1 56 coiled'coilEdomainEcontainingE67 ENST00000298050.3
Case#1'Relapse'WholeTumor HEPHL1 11 93839165 Missense_Mutation G A p.G972R 121 22 0.182 0.404 2 1 1 89 hephaestin'likeE1 ENST00000315765.9
Case#1'Relapse'WholeTumor CNTN5 11 99872774 Missense_Mutation G A p.G296R 125 29 0.232 0.516 2 1 1 118 contactinE5 ENST00000524871.1
Case#1'Relapse'WholeTumor CNTN5 11 99872807 Missense_Mutation C T p.P307S 144 34 0.236 0.525 2 1 1 135 contactinE5 ENST00000524871.1
Case#1'Relapse'WholeTumor CNTN5 11 100061937 Missense_Mutation G A p.E554K 219 41 0.187 0.416 2 1 1 166 contactinE5 ENST00000524871.1
Case#1'Relapse'WholeTumor CNTN5 11 100168399 Missense_Mutation GA AT p.R786N 227 50 0.220 0.489 2 1 1 186 contactinE5 ENST00000524871.1
Case#1'Relapse'WholeTumor MMP8 11 102589181 Missense_Mutation G A p.P250S 147 34 0.231 0.514 2 1 1 124 matrixEmetallopeptidaseE8E(neutrophilEcollagenase) ENST00000236826.3
Case#1'Relapse'WholeTumor DYNC2H1 11 103092818 Missense_Mutation C T p.S3056L 138 19 0.138 0.306 2 1 1 86 dynein,EcytoplasmicE2,EheavyEchainE1 ENST00000375735.2
Case#1'Relapse'WholeTumor NCAM1 11 113076767 Nonsense_Mutation C T p.R47* 119 26 0.218 0.486 2 1 1 67 neuralEcellEadhesionEmoleculeE1 ENST00000533760.1
Case#1'Relapse'WholeTumor ZW10 11 113629345 Missense_Mutation G A p.P222S 134 36 0.269 0.597 2 1 1 122 zw10EkinetochoreEprotein ENST00000200135.3
Case#1'Relapse'WholeTumor HTR3B 11 113803745 Missense_Mutation T C p.L209P 163 22 0.135 0.300 2 1 1 96 5'hydroxytryptamineE(serotonin)EreceptorE3B,Eionotropic ENST00000260191.2
Case#1'Relapse'WholeTumor NXPE2 11 114577134 Missense_Mutation C T p.H388Y 61 9 0.148 0.328 2 1 1 61 neurexophilinEandEPC'esteraseEdomainEfamily,EmemberE2 ENST00000389586.4

Case#1'Relapse'WholeTumor PAFAH1B2 11 117038213 Missense_Mutation C T p.S163L 94 22 0.234 0.520 2 1 1 65
platelet'activatingEfactorEacetylhydrolaseE1b,EcatalyticEsubunitE2E

(30kDa) ENST00000527958.1
Case#1'Relapse'WholeTumor KMT2A 11 118362000 Missense_Mutation C T p.H1596Y 121 26 0.215 0.478 2 1 1 102 lysineE(K)'specificEmethyltransferaseE2A ENST00000389506.5
Case#1'Relapse'WholeTumor PDZD3 11 119057283 Missense_Mutation G A p.G138R 48 14 0.292 0.648 2 1 1 51 PDZEdomainEcontainingE3 ENST00000531114.1
Case#1'Relapse'WholeTumor CBL 11 119169212 Missense_Mutation C T p.S799F 170 39 0.229 0.510 2 1 1 131 CblEproto'oncogene,EE3EubiquitinEproteinEligase ENST00000264033.4
Case#1'Relapse'WholeTumor SORL1 11 121367627 Missense_Mutation G A p.E270K 118 18 0.153 0.339 2 1 1 96 sortilin'relatedEreceptor,EL(DLREclass)EAErepeatsEcontaining ENST00000260197.7
Case#1'Relapse'WholeTumor OR8D4 11 123777185 Missense_Mutation G A p.G16E 102 17 0.167 0.370 2 1 1 68 olfactoryEreceptor,EfamilyE8,EsubfamilyED,EmemberE4 ENST00000321355.2
Case#1'Relapse'WholeTumor OR8D4 11 123778058 Missense_Mutation G A p.R307K 66 19 0.288 0.640 2 1 1 48 olfactoryEreceptor,EfamilyE8,EsubfamilyED,EmemberE4 ENST00000321355.2
Case#1'Relapse'WholeTumor OR10S1 11 123848326 Missense_Mutation A G p.F25L 125 26 0.208 0.462 2 1 1 114 olfactoryEreceptor,EfamilyE10,EsubfamilyES,EmemberE1 ENST00000531945.1
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Case#1'Relapse'WholeTumor SRPR 11 126136477 Missense_Mutation GG AA p.P245F 122 24 0.197 0.437 2 1 1 91 signalErecognitionEparticleEreceptorE(dockingEprotein) ENST00000332118.6
Case#1'Relapse'WholeTumor SRPR 11 126138630 Missense_Mutation A G p.S24P 109 25 0.229 0.510 2 1 1 93 signalErecognitionEparticleEreceptorE(dockingEprotein) ENST00000332118.6
Case#1'Relapse'WholeTumor ARHGAP32 11 128840469 Missense_Mutation G A p.R1533C 212 34 0.160 0.356 2 1 1 175 RhoEGTPaseEactivatingEproteinE32 ENST00000310343.9
Case#1'Relapse'WholeTumor ADAMTS8 11 130286943 Missense_Mutation C T p.D330N 110 23 0.209 0.465 2 1 1 85 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E8 ENST00000257359.6
Case#1'Relapse'WholeTumor NCAPD3 11 134080186 Missense_Mutation GG AA p.P182L 130 14 0.108 0.239 2 1 1 114 non'SMCEcondensinEIIEcomplex,EsubunitED3 ENST00000534548.2
Case#1'Relapse'WholeTumor DCP1B 12 2061631 Missense_Mutation G A p.S492F 132 35 0.265 0.589 2 1 1 114 decappingEmRNAE1B ENST00000280665.6
Case#1'Relapse'WholeTumor AC005841.1 12 2966135 Missense_Mutation C T p.E27K 128 19 0.148 0.330 2 1 1 111 ENST00000382678.3
Case#1'Relapse'WholeTumor GALNT8 12 4870294 Nonsense_Mutation G A p.W448* 66 13 0.197 0.438 2 1 1 58 polypeptideEN'acetylgalactosaminyltransferaseE8 ENST00000252318.2

Case#1'Relapse'WholeTumor KCNA5 12 5154520 Missense_Mutation C T p.R403C 54 18 0.333 0.741 2 1 1 56
potassiumEvoltage'gatedEchannel,Eshaker'relatedEsubfamily,E

memberE5 ENST00000252321.3
Case#1'Relapse'WholeTumor CD163 12 7637740 Missense_Mutation C T p.E911K 80 22 0.275 0.611 2 1 1 54 CD163Emolecule ENST00000359156.4
Case#1'Relapse'WholeTumor PRB2 12 11546665 Missense_Mutation C T p.G116E 405 52 0.128 0.285 2 1 1 359 proline'richEproteinEBstNIEsubfamilyE2 ENST00000389362.4
Case#1'Relapse'WholeTumor GRIN2B 12 13906630 Missense_Mutation C T p.D211N 78 14 0.179 0.399 2 1 1 62 glutamateEreceptor,Eionotropic,EN'methylED'aspartateE2B ENST00000609686.1

Case#1'Relapse'WholeTumor PIK3C2G 12 18658227 Splice_Site C T p.A1011V 116 28 0.241 0.536 2 1 1 93
phosphatidylinositol'4'phosphateE3'kinase,EcatalyticEsubunitEtypeE

2Egamma ENST00000266497.5
Case#1'Relapse'WholeTumor SLCO1B1 12 21329769 Missense_Mutation C T p.S140F 72 15 0.208 0.463 2 1 1 69 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE1B1 ENST00000256958.2
Case#1'Relapse'WholeTumor SOX5 12 23687236 Missense_Mutation C T p.D737N 246 64 0.260 0.578 2 1 1 154 SRYE(sexEdeterminingEregionEY)'boxE5 ENST00000451604.2
Case#1'Relapse'WholeTumor BCAT1 12 24970979 Missense_Mutation C T p.G375E 110 24 0.218 0.485 2 1 1 107 branchedEchainEamino'acidEtransaminaseE1,Ecytosolic ENST00000261192.7
Case#1'Relapse'WholeTumor C12orf40 12 40114658 Missense_Mutation G A p.E522K 80 8 0.100 0.222 2 1 1 63 chromosomeE12EopenEreadingEframeE40 ENST00000324616.5
Case#1'Relapse'WholeTumor MUC19 12 40832004 Missense_Mutation G A p.E515K 89 20 0.225 NA NA NA NA 68 mucinE19,Eoligomeric ENST00000454784.4
Case#1'Relapse'WholeTumor ARID2 12 46287234 Missense_Mutation C T p.P1727S 77 18 0.234 0.519 2 1 1 63 ATErichEinteractiveEdomainE2E(ARID,ERFX'like) ENST00000334344.6
Case#1'Relapse'WholeTumor PCED1B 12 47629420 Missense_Mutation G A p.E192K 174 37 0.213 0.473 2 1 1 135 PC'esteraseEdomainEcontainingE1B ENST00000546455.1
Case#1'Relapse'WholeTumor SENP1 12 48439118 Missense_Mutation C T p.R641Q 170 36 0.212 0.471 2 1 1 127 SUMO1/sentrinEspecificEpeptidaseE1 ENST00000004980.5
Case#1'Relapse'WholeTumor RND1 12 49254905 Missense_Mutation C T p.E110K 33 13 0.394 0.875 2 1 1 30 RhoEfamilyEGTPaseE1 ENST00000309739.5
Case#1'Relapse'WholeTumor TFCP2 12 51510103 Missense_Mutation T C p.D151G 66 13 0.197 0.438 2 1 1 57 transcriptionEfactorECP2 ENST00000257915.5
Case#1'Relapse'WholeTumor SCN8A 12 52184276 Missense_Mutation C T p.P1505L 80 20 0.250 0.556 2 1 1 79 sodiumEchannel,EvoltageEgated,EtypeEVIII,EalphaEsubunit ENST00000354534.6
Case#1'Relapse'WholeTumor KRT71 12 52943113 Missense_Mutation CC AT p.R227H 106 22 0.208 0.461 2 1 1 64 keratinE71 ENST00000267119.5
Case#1'Relapse'WholeTumor SOAT2 12 53512909 Splice_Site C T p.A304V 70 14 0.200 0.444 2 1 1 47 sterolEO'acyltransferaseE2 ENST00000301466.3
Case#1'Relapse'WholeTumor ITGB7 12 53590388 Missense_Mutation G A p.A264V 82 18 0.220 0.488 2 1 1 60 integrin,EbetaE7 ENST00000267082.5
Case#1'Relapse'WholeTumor GPR84 12 54757016 Missense_Mutation C T p.R207Q 148 25 0.169 0.375 2 1 1 96 GEprotein'coupledEreceptorE84 ENST00000551809.1
Case#1'Relapse'WholeTumor OR6C74 12 55641512 Nonsense_Mutation G A p.W147* 102 19 0.186 0.414 2 1 1 82 olfactoryEreceptor,EfamilyE6,EsubfamilyEC,EmemberE74 ENST00000343870.4
Case#1'Relapse'WholeTumor OR6C75 12 55759151 Missense_Mutation G A p.G86E 94 23 0.245 0.544 2 1 1 60 olfactoryEreceptor,EfamilyE6,EsubfamilyEC,EmemberE75 ENST00000343399.3
Case#1'Relapse'WholeTumor OR6C65 12 55795213 Missense_Mutation G A p.E301K 65 14 0.215 0.479 2 1 1 59 olfactoryEreceptor,EfamilyE6,EsubfamilyEC,EmemberE65 ENST00000379665.2
Case#1'Relapse'WholeTumor PMEL 12 56359790 Missense_Mutation A T p.D2E 70 17 0.243 0.540 2 1 1 57 premelanosomeEprotein ENST00000548747.1

Case#1'Relapse'WholeTumor SMARCC2 12 56565658 Missense_Mutation C T p.D633N 73 21 0.288 0.639 2 1 1 63
SWI/SNFErelated,EmatrixEassociated,EactinEdependentEregulatorEofE

chromatin,EsubfamilyEc,EmemberE2 ENST00000267064.4
Case#1'Relapse'WholeTumor PAN2 12 56718253 Missense_Mutation G A p.R585C 119 28 0.235 0.523 2 1 1 79 PAN2Epoly(A)EspecificEribonucleaseEsubunit ENST00000425394.2
Case#1'Relapse'WholeTumor HSD17B6 12 57167760 Missense_Mutation G A p.G42R 73 18 0.247 0.548 2 1 1 83 hydroxysteroidE(17'beta)EdehydrogenaseE6 ENST00000554643.1
Case#1'Relapse'WholeTumor B4GALNT1 12 58025711 Missense_Mutation C T p.E69K 58 13 0.224 0.498 2 1 1 48 beta'1,4'N'acetyl'galactosaminylEtransferaseE1 ENST00000341156.4
Case#1'Relapse'WholeTumor AGAP2 12 58125350 Missense_Mutation G A p.P677S 170 50 0.294 0.654 2 1 1 122 ArfGAPEwithEGTPaseEdomain,EankyrinErepeatEandEPHEdomainE2 ENST00000547588.1
Case#1'Relapse'WholeTumor OTOGL 12 80704481 Missense_Mutation G A p.D1133N 103 32 0.311 0.690 2 1 1 66 otogelin'like ENST00000547103.1
Case#1'Relapse'WholeTumor PTPRQ 12 81062909 Missense_Mutation G A p.E2102K 213 41 0.192 0.428 2 1 1 194 proteinEtyrosineEphosphatase,EreceptorEtype,EQ ENST00000266688.5
Case#1'Relapse'WholeTumor METTL25 12 82796892 Missense_Mutation T A p.F421Y 142 29 0.204 0.454 2 1 1 87 methyltransferaseElikeE25 ENST00000248306.3
Case#1'Relapse'WholeTumor METTL25 12 82871108 Nonsense_Mutation C T p.R566* 171 27 0.158 0.351 2 1 1 133 methyltransferaseElikeE25 ENST00000248306.3
Case#1'Relapse'WholeTumor NUAK1 12 106461083 Missense_Mutation C T p.D495N 62 11 0.177 0.394 2 1 1 55 NUAKEfamily,ESNF1'likeEkinase,E1 ENST00000261402.2
Case#1'Relapse'WholeTumor NUAK1 12 106500267 Missense_Mutation C T p.D93N 133 39 0.293 0.652 2 1 1 126 NUAKEfamily,ESNF1'likeEkinase,E1 ENST00000261402.2
Case#1'Relapse'WholeTumor CMKLR1 12 108686645 Missense_Mutation G A p.S32F 73 18 0.247 0.548 2 1 1 79 chemokine'likeEreceptorE1 ENST00000312143.7
Case#1'Relapse'WholeTumor ATXN2 12 111951289 Missense_Mutation G A p.S637F 110 20 0.182 0.404 2 1 1 74 ataxinE2 ENST00000377617.3
Case#1'Relapse'WholeTumor NOS1 12 117728218 Missense_Mutation C T p.G289E 57 13 0.228 0.507 2 1 1 56 nitricEoxideEsynthaseE1E(neuronal) ENST00000338101.4
Case#1'Relapse'WholeTumor KSR2 12 117993071 Missense_Mutation G A p.S474F 215 53 0.247 0.548 2 1 1 143 kinaseEsuppressorEofErasE2 ENST00000339824.5
Case#1'Relapse'WholeTumor SRRM4 12 119592176 Missense_Mutation G A p.R507Q 139 40 0.288 0.639 2 1 1 131 serine/arginineErepetitiveEmatrixE4 ENST00000267260.4
Case#1'Relapse'WholeTumor TMEM132B 12 126138174 Missense_Mutation G A p.D719N 128 20 0.156 0.347 2 1 1 108 transmembraneEproteinE132B ENST00000299308.3
Case#1'Relapse'WholeTumor TMEM132C 12 129178431 Missense_Mutation G A p.D503N 89 17 0.191 0.424 2 1 1 91 transmembraneEproteinE132C ENST00000435159.2
Case#1'Relapse'WholeTumor TMEM132C 12 129180403 Missense_Mutation G A p.E562K 101 15 0.149 0.330 2 1 1 84 transmembraneEproteinE132C ENST00000435159.2
Case#1'Relapse'WholeTumor ANKLE2 12 133313612 Missense_Mutation G A p.S487F 45 6 0.133 0.296 2 1 1 36 ankyrinErepeatEandELEMEdomainEcontainingE2 ENST00000357997.5
Case#1'Relapse'WholeTumor TUBA3C 13 19751150 Missense_Mutation G A p.P325S 416 65 0.156 0.252 4 3 1 195 tubulin,EalphaE3c ENST00000400113.3
Case#1'Relapse'WholeTumor TUBA3C 13 19751338 Missense_Mutation T C p.Y262C 373 59 0.158 0.255 4 3 1 234 tubulin,EalphaE3c ENST00000400113.3
Case#1'Relapse'WholeTumor USP12 13 27669805 Missense_Mutation G A p.P169L 199 78 0.392 0.631 4 3 1 108 ubiquitinEspecificEpeptidaseE12 ENST00000282344.6
Case#1'Relapse'WholeTumor MTUS2 13 29599268 Missense_Mutation G A p.D155N 144 23 0.160 0.257 4 3 1 81 microtubuleEassociatedEtumorEsuppressorEcandidateE2 ENST00000431530.3
Case#1'Relapse'WholeTumor TEX26 13 31513914 Splice_Site C T p.R49C 145 59 0.407 0.656 4 3 1 90 testisEexpressedE26 ENST00000380473.3
Case#1'Relapse'WholeTumor FRY 13 32776086 Missense_Mutation C T p.P1252L 102 54 0.529 0.853 4 3 1 87 furryEhomologE(Drosophila) ENST00000380250.3
Case#1'Relapse'WholeTumor BRCA2 13 32930694 Missense_Mutation C T p.S2522F 107 55 0.514 0.828 4 3 1 50 breastEcancerE2,EearlyEonset ENST00000380152.3
Case#1'Relapse'WholeTumor KL 13 33629411 Missense_Mutation C T p.P520S 134 20 0.149 0.240 4 3 1 82 klotho ENST00000380099.3
Case#1'Relapse'WholeTumor NBEA 13 36141110 Missense_Mutation G A p.E2331K 108 55 0.509 0.820 4 3 1 59 neurobeachin ENST00000400445.3
Case#1'Relapse'WholeTumor POSTN 13 38156628 Missense_Mutation G A p.R423C 136 54 0.397 0.640 4 3 1 97 periostin,EosteoblastEspecificEfactor ENST00000379747.4
Case#1'Relapse'WholeTumor FREM2 13 39261986 Missense_Mutation G A p.V169I 189 26 0.138 0.222 4 3 1 94 FRAS1ErelatedEextracellularEmatrixEproteinE2 ENST00000280481.7
Case#1'Relapse'WholeTumor PROSER1 13 39585573 Missense_Mutation G A p.P922S 109 17 0.156 0.251 4 3 1 76 prolineEandEserineErichE1 ENST00000352251.3
Case#1'Relapse'WholeTumor COG3 13 46090309 Missense_Mutation A G p.K614R 117 48 0.410 0.661 4 3 1 66 componentEofEoligomericEgolgiEcomplexE3 ENST00000349995.5

Case#1'Relapse'WholeTumor LRCH1 13 47315930 Missense_Mutation C T p.L712F 232 103 0.444 0.715 4 3 1 145
leucine'richErepeatsEandEcalponinEhomologyE(CH)EdomainE

containingE1 ENST00000389798.3
Case#1'Relapse'WholeTumor DACH1 13 72049903 Missense_Mutation C T p.R704Q 200 74 0.370 0.596 4 3 1 110 dachshundEfamilyEtranscriptionEfactorE1 ENST00000359684.2
Case#1'Relapse'WholeTumor LMO7 13 76287325 Missense_Mutation C G p.T78R 437 48 0.110 0.177 4 3 1 262 LIMEdomainE7 ENST00000341547.4
Case#1'Relapse'WholeTumor MYCBP2 13 77642818 Missense_Mutation G A p.S3980F 189 75 0.397 0.639 4 3 1 125 MYCEbindingEproteinE2,EE3EubiquitinEproteinEligase ENST00000544440.2
Case#1'Relapse'WholeTumor DNAJC3 13 96412327 Nonsense_Mutation C T p.R194* 128 16 0.125 0.201 4 3 1 88 DnaJE(Hsp40)Ehomolog,EsubfamilyEC,EmemberE3 ENST00000602402.1
Case#1'Relapse'WholeTumor CCDC168 13 103386677 Missense_Mutation G A p.S828F 183 21 0.115 0.185 4 3 1 115 coiled'coilEdomainEcontainingE168 ENST00000322527.2
Case#1'Relapse'WholeTumor CCDC168 13 103387112 Missense_Mutation G A p.S683F 135 47 0.348 0.561 4 3 1 51 coiled'coilEdomainEcontainingE168 ENST00000322527.2
Case#1'Relapse'WholeTumor CCDC168 13 103387773 Missense_Mutation C T p.E463K 210 78 0.371 0.598 4 3 1 131 coiled'coilEdomainEcontainingE168 ENST00000322527.2
Case#1'Relapse'WholeTumor BIVM 13 103474115 Missense_Mutation G A p.E242K 184 25 0.136 0.219 4 3 1 94 basic,Eimmunoglobulin'likeEvariableEmotifEcontaining ENST00000257336.1

Case#1'Relapse'WholeTumor SLC10A2 13 103718383 Missense_Mutation G A p.L73F 131 15 0.115 0.184 4 3 1 61
soluteEcarrierEfamilyE10E(sodium/bileEacidEcotransporter),EmemberE

2 ENST00000245312.3
Case#1'Relapse'WholeTumor DAOA 13 106124931 Missense_Mutation G A p.G60R 216 80 0.370 0.597 4 3 1 156 D'aminoEacidEoxidaseEactivator ENST00000375936.3
Case#1'Relapse'WholeTumor TUBGCP3 13 113210479 Missense_Mutation A C p.L203R 264 27 0.102 0.165 4 3 1 173 tubulin,EgammaEcomplexEassociatedEproteinE3 ENST00000261965.3
Case#1'Relapse'WholeTumor MCF2L 13 113744025 Missense_Mutation C T p.P1009L 101 46 0.455 0.734 4 3 1 50 MCF.2EcellElineEderivedEtransformingEsequence'like ENST00000375608.3
Case#1'Relapse'WholeTumor OR4K15 14 20444378 Missense_Mutation C T p.S234F 218 45 0.206 0.459 2 1 1 217 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE15 ENST00000305051.5
Case#1'Relapse'WholeTumor OR4L1 14 20529068 Missense_Mutation C A p.L289M 36 6 0.167 0.370 2 1 1 39 olfactoryEreceptor,EfamilyE4,EsubfamilyEL,EmemberE1 ENST00000315683.1
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Case#1'Relapse'WholeTumor OR4K17 14 20585661 Missense_Mutation G A p.M32I 150 25 0.167 0.370 2 1 1 106 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE17 ENST00000315543.4

Case#1'Relapse'WholeTumor OR4K17 14 20586032 Missense_Mutation C T p.A156V 107 21 0.196 0.436 2 1 1 78 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE17 ENST00000315543.4

Case#1'Relapse'WholeTumor OR11H6 14 20692146 Missense_Mutation C T p.S93F 49 12 0.245 0.544 2 1 1 38 olfactoryEreceptor,EfamilyE11,EsubfamilyEH,EmemberE6 ENST00000315519.2

Case#1'Relapse'WholeTumor TOX4 14 21955823 Missense_Mutation G A p.G97R 55 17 0.309 0.687 2 1 1 48 TOXEhighEmobilityEgroupEboxEfamilyEmemberE4 ENST00000405508.1

Case#1'Relapse'WholeTumor ACIN1 14 23562690 Nonsense_Mutation G A p.Q126* 198 41 0.207 0.460 2 1 1 142 apoptoticEchromatinEcondensationEinducerE1 ENST00000262710.1

Case#1'Relapse'WholeTumor MYH6 14 23858841 Missense_Mutation C T p.D1274N 154 30 0.195 0.433 2 1 1 96 myosin,EheavyEchainE6,EcardiacEmuscle,Ealpha ENST00000356287.3

Case#1'Relapse'WholeTumor MYH6 14 23862245 Missense_Mutation C T p.E1043K 86 16 0.186 0.413 2 1 1 81 myosin,EheavyEchainE6,EcardiacEmuscle,Ealpha ENST00000356287.3

Case#1'Relapse'WholeTumor MYH7 14 23902319 Missense_Mutation C T p.D107N 151 27 0.179 0.397 2 1 1 122 myosin,EheavyEchainE7,EcardiacEmuscle,Ebeta ENST00000355349.3

Case#1'Relapse'WholeTumor NGDN 14 23946546 Missense_Mutation G T p.G284V 293 53 0.181 0.402 2 1 1 262 neuroguidin,EEIF4EEbindingEprotein ENST00000408901.3

Case#1'Relapse'WholeTumor IRF9 14 24633109 Missense_Mutation G A p.G173E 37 12 0.324 0.721 2 1 1 17 interferonEregulatoryEfactorE9 ENST00000396864.3

Case#1'Relapse'WholeTumor HECTD1 14 31598018 Missense_Mutation G A p.S1520F 70 16 0.229 0.508 2 1 1 41 HECTEdomainEcontainingEE3EubiquitinEproteinEligaseE1 ENST00000399332.1

Case#1'Relapse'WholeTumor NPAS3 14 33684576 Missense_Mutation G A p.G110E 114 25 0.219 0.487 2 1 1 98 neuronalEPASEdomainEproteinE3 ENST00000356141.4

Case#1'Relapse'WholeTumor TTC6 14 38218445 Missense_Mutation G C p.D889H 57 13 0.228 0.507 2 1 1 28 tetratricopeptideErepeatEdomainE6 ENST00000553443.1

Case#1'Relapse'WholeTumor TTC6 14 38311413 Missense_Mutation C T p.R494C 93 14 0.151 0.335 2 1 1 75 tetratricopeptideErepeatEdomainE6 ENST00000476979.1

Case#1'Relapse'WholeTumor MIA2 14 39717294 Missense_Mutation C T p.P506S 42 11 0.262 0.582 2 1 1 32 melanomaEinhibitoryEactivityE2 ENST00000280082.3

Case#1'Relapse'WholeTumor SOS2 14 50585402 Missense_Mutation G A p.P1220L 164 37 0.226 0.501 2 1 1 130 sonEofEsevenlessEhomologE2E(Drosophila) ENST00000216373.5

Case#1'Relapse'WholeTumor PYGL 14 51379841 Missense_Mutation C T p.G509E 52 18 0.346 0.769 2 1 1 34 phosphorylase,Eglycogen,Eliver ENST00000216392.7

Case#1'Relapse'WholeTumor PTGDR 14 52734740 Missense_Mutation G A p.V70I 48 10 0.208 0.463 2 1 1 47 prostaglandinED2EreceptorE(DP) ENST00000306051.2

Case#1'Relapse'WholeTumor ERO1L 14 53119962 Missense_Mutation C T p.E294K 106 18 0.170 0.377 2 1 1 82 ERO1'likeE(S.Ecerevisiae) ENST00000395686.3

Case#1'Relapse'WholeTumor C14orf37 14 58605950 Missense_Mutation C T p.E43K 204 43 0.211 0.468 2 1 1 173 chromosomeE14EopenEreadingEframeE37 ENST00000267485.7

Case#1'Relapse'WholeTumor DACT1 14 59113232 Missense_Mutation G A p.G631R 105 23 0.219 0.487 2 1 1 81 dishevelled'bindingEantagonistEofEbeta'cateninE1 ENST00000335867.4

Case#1'Relapse'WholeTumor CCDC175 14 60005543 Nonsense_Mutation C T p.W457* 47 10 0.213 0.473 2 1 1 32 coiled'coilEdomainEcontainingE175 ENST00000537690.2

Case#1'Relapse'WholeTumor C14orf39 14 60935167 Missense_Mutation C T p.E255K 69 13 0.188 0.419 2 2 0 39 chromosomeE14EopenEreadingEframeE39 ENST00000321731.3

Case#1'Relapse'WholeTumor KCNH5 14 63174459 Missense_Mutation C T p.E912K 115 26 0.226 0.502 2 1 1 68

potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE5 ENST00000322893.7

Case#1'Relapse'WholeTumor SMOC1 14 70480115 Missense_Mutation G A p.G318E 106 23 0.217 0.482 2 1 1 66 SPARCErelatedEmodularEcalciumEbindingE1 ENST00000381280.4

Case#1'Relapse'WholeTumor SLC8A3 14 70527657 Splice_Site C T 51 12 0.235 0.523 2 1 1 41 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE3 ENST00000381269.2

Case#1'Relapse'WholeTumor SLC8A3 14 70634566 Missense_Mutation C T p.G192R 80 23 0.288 0.639 2 1 1 62 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE3 ENST00000381269.2

Case#1'Relapse'WholeTumor LTBP2 14 74988722 Missense_Mutation C T p.D894N 96 23 0.240 0.532 2 1 1 54 latentEtransformingEgrowthEfactorEbetaEbindingEproteinE2 ENST00000261978.4

Case#1'Relapse'WholeTumor YLPM1 14 75230659 Missense_Mutation C T p.S156F 159 37 0.233 0.517 2 1 1 114 YLPEmotifEcontainingE1 ENST00000552421.1

Case#1'Relapse'WholeTumor TTLL5 14 76173416 Missense_Mutation C T p.P214L 108 25 0.231 0.514 2 1 1 78 tubulinEtyrosineEligase'likeEfamily,EmemberE5 ENST00000298832.9

Case#1'Relapse'WholeTumor ESRRB 14 76905755 Missense_Mutation C T p.P20L 84 20 0.238 0.529 2 1 1 57 estrogen'relatedEreceptorEbeta ENST00000509242.1

Case#1'Relapse'WholeTumor KCNK10 14 88729793 Missense_Mutation G A p.S47F 146 33 0.226 0.502 2 1 1 118 potassiumEchannel,EsubfamilyEK,EmemberE10 ENST00000340700.5

Case#1'Relapse'WholeTumor FAM181A 14 94395357 Nonsense_Mutation G A p.W304* 68 22 0.324 0.719 2 1 1 57 familyEwithEsequenceEsimilarityE181,EmemberEA ENST00000267594.5

Case#1'Relapse'WholeTumor SERPINA9 14 94936174 Missense_Mutation C T p.A2T 43 17 0.395 0.879 2 1 1 32

serpinEpeptidaseEinhibitor,EcladeEAE(alpha'1Eantiproteinase,E

antitrypsin),EmemberE9 ENST00000380365.3

Case#1'Relapse'WholeTumor TCL1B 14 96152965 Splice_Site G A p.R54K 159 19 0.119 0.266 2 1 1 104 T'cellEleukemia/lymphomaE1B ENST00000340722.7

Case#1'Relapse'WholeTumor BDKRB2 14 96706787 Missense_Mutation C T p.T41I 88 21 0.239 0.530 2 1 1 56 bradykininEreceptorEB2 ENST00000306005.3

Case#1'Relapse'WholeTumor ATG2B 14 96813608 Missense_Mutation G A p.S78F 101 13 0.129 0.286 2 1 1 96 autophagyErelatedE2B ENST00000359933.4

Case#1'Relapse'WholeTumor AHNAK2 14 105416564 Missense_Mutation G A p.P1742S 118 30 0.254 0.565 2 1 1 88 AHNAKEnucleoproteinE2 ENST00000333244.5

Case#1'Relapse'WholeTumor NPAP1 15 24922531 Missense_Mutation C T p.S506F 139 62 0.446 0.991 2 2 0 117 nuclearEporeEassociatedEproteinE1 ENST00000329468.2

Case#1'Relapse'WholeTumor RASGRP1 15 38786858 Missense_Mutation G A p.L662F 72 43 0.597 1.327 2 2 0 61 RASEguanylEreleasingEproteinE1E(calciumEandEDAG'regulated) ENST00000310803.5

Case#1'Relapse'WholeTumor SPG11 15 44955808 Missense_Mutation G A p.A13V 15 6 0.400 0.889 2 2 0 10 spasticEparaplegiaE11E(autosomalErecessive) ENST00000261866.7

Case#1'Relapse'WholeTumor C15orf43 15 45270782 Missense_Mutation G A p.E207K 115 40 0.348 0.773 2 2 0 83 chromosomeE15EopenEreadingEframeE43 ENST00000340827.3

Case#1'Relapse'WholeTumor FAM227B 15 49833946 Missense_Mutation C G p.E269Q 179 69 0.385 0.857 2 2 0 132 familyEwithEsequenceEsimilarityE227,EmemberEB ENST00000299338.6

Case#1'Relapse'WholeTumor TRPM7 15 50903300 Missense_Mutation G A p.S757F 64 21 0.328 0.729 2 2 0 71

transientEreceptorEpotentialEcationEchannel,EsubfamilyEM,EmemberE

7 ENST00000313478.7

Case#1'Relapse'WholeTumor WDR72 15 54025285 Missense_Mutation G A p.T21I 89 25 0.281 0.624 2 2 0 44 WDErepeatEdomainE72 ENST00000396328.1

Case#1'Relapse'WholeTumor UNC13C 15 54586184 Missense_Mutation G A p.E1304K 113 44 0.389 0.865 2 2 0 96 unc'13EhomologECE(C.Eelegans) ENST00000260323.11

Case#1'Relapse'WholeTumor VPS13C 15 62212778 Missense_Mutation C T p.M2377I 82 34 0.415 0.921 2 2 0 59 vacuolarEproteinEsortingE13EhomologECE(S.Ecerevisiae) ENST00000261517.5

Case#1'Relapse'WholeTumor DENND4A 15 65983748 Missense_Mutation C T p.E1018K 109 47 0.431 0.958 2 2 0 79 DENN/MADDEdomainEcontainingE4A ENST00000431932.2

Case#1'Relapse'WholeTumor MAP2K1 15 66729162 Missense_Mutation C T p.P124S 165 71 0.430 0.956 2 2 0 144 mitogen'activatedEproteinEkinaseEkinaseE1 ENST00000307102.5

Case#1'Relapse'WholeTumor UBE2Q2 15 76152306 Missense_Mutation C T p.P124S 511 244 0.477 1.061 2 2 0 392 ubiquitin'conjugatingEenzymeEE2QEfamilyEmemberE2 ENST00000267938.4

Case#1'Relapse'WholeTumor KIAA1024 15 79749651 Missense_Mutation C T p.P388S 103 44 0.427 0.949 2 2 0 99 KIAA1024 ENST00000305428.3

Case#1'Relapse'WholeTumor RP13'996F3.4 15 83015603 Missense_Mutation T C p.T71A 711 321 0.451 1.003 2 2 0 580 ENST00000557886.1

Case#1'Relapse'WholeTumor SLCO3A1 15 92459517 Missense_Mutation G A p.E159K 98 48 0.490 1.088 2 2 0 55 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE3A1 ENST00000318445.6

Case#1'Relapse'WholeTumor SLCO3A1 15 92669468 Missense_Mutation T C p.V451A 67 19 0.284 0.630 2 2 0 67 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE3A1 ENST00000318445.6

Case#1'Relapse'WholeTumor RAB11FIP3 16 476583 Missense_Mutation C T p.L193F 33 11 0.333 1.148 1 1 0 25 RAB11EfamilyEinteractingEproteinE3E(classEII) ENST00000262305.4

Case#1'Relapse'WholeTumor TSC2 16 2111962 Nonsense_Mutation C T p.Q404* 154 83 0.539 0.978 3 3 0 124 tuberousEsclerosisE2 ENST00000219476.3

Case#1'Relapse'WholeTumor PKD1 16 2147482 Missense_Mutation C T p.E3415K 219 114 0.521 0.945 3 3 0 135 polycysticEkidneyEdiseaseE1E(autosomalEdominant) ENST00000262304.4

Case#1'Relapse'WholeTumor TIGD7 16 3349540 Missense_Mutation C T p.D359N 43 26 0.605 1.097 3 3 0 38 tiggerEtransposableEelementEderivedE7 ENST00000396862.1

Case#1'Relapse'WholeTumor CLUAP1 16 3554779 Missense_Mutation C T p.R28C 139 82 0.590 1.071 3 3 0 109 clusterinEassociatedEproteinE1 ENST00000576634.1

Case#1'Relapse'WholeTumor ZNF500 16 4802975 Missense_Mutation C T p.R282Q 101 63 0.624 1.132 3 3 0 75 zincEfingerEproteinE500 ENST00000219478.6

Case#1'Relapse'WholeTumor RBFOX1 16 7759066 Missense_Mutation G A p.R335Q 165 84 0.509 0.924 3 3 0 105 RNAEbindingEprotein,Efox'1EhomologE(C.Eelegans)E1 ENST00000550418.1

Case#1'Relapse'WholeTumor ACSM2A 16 20476954 Missense_Mutation C T p.S98L 201 101 0.502 0.912 3 3 0 109 acyl'CoAEsynthetaseEmedium'chainEfamilyEmemberE2A ENST00000573854.1

Case#1'Relapse'WholeTumor USP31 16 23116773 Missense_Mutation G A p.P360S 149 60 0.403 0.731 3 2 1 99 ubiquitinEspecificEpeptidaseE31 ENST00000219689.7

Case#1'Relapse'WholeTumor SCNN1G 16 23200795 Missense_Mutation G A p.E141K 81 33 0.407 0.739 3 2 1 45 sodiumEchannel,Enon'voltage'gatedE1,EgammaEsubunit ENST00000300061.2

Case#1'Relapse'WholeTumor RBBP6 16 24578724 Missense_Mutation C T p.S617L 147 53 0.361 0.654 3 2 1 91 retinoblastomaEbindingEproteinE6 ENST00000319715.4

Case#1'Relapse'WholeTumor NSMCE1 16 27237115 Missense_Mutation T C p.K218R 133 17 0.128 0.232 3 2 1 110 non'SMCEelementE1EhomologE(S.Ecerevisiae) ENST00000361439.4

Case#1'Relapse'WholeTumor KCTD13 16 29918330 Missense_Mutation CC TT p.G285R 54 18 0.333 0.605 3 2 1 53 potassiumEchannelEtetramerizationEdomainEcontainingE13 ENST00000568000.1

Case#1'Relapse'WholeTumor GPR56 16 57685420 Nonsense_Mutation C T p.Q125* 61 21 0.344 0.625 3 2 1 28 GEprotein'coupledEreceptorE56 ENST00000388812.4

Case#1'Relapse'WholeTumor CDH8 16 61687930 Missense_Mutation C T p.R661Q 158 30 0.190 0.345 3 2 1 132 cadherinE8,EtypeE2 ENST00000577390.1

Case#1'Relapse'WholeTumor CDH8 16 61761117 Splice_Site TC AT p.N473Y 91 31 0.341 0.618 3 2 1 61 cadherinE8,EtypeE2 ENST00000577390.1

Case#1'Relapse'WholeTumor ELMO3 16 67237233 Missense_Mutation C T p.P631L 57 6 0.105 0.191 3 2 1 41 engulfmentEandEcellEmotilityE3 ENST00000360833.1

Case#1'Relapse'WholeTumor KCTD19 16 67333336 Missense_Mutation G A p.R306C 92 32 0.348 0.631 3 2 1 56 potassiumEchannelEtetramerizationEdomainEcontainingE19 ENST00000304372.5

Case#1'Relapse'WholeTumor ESRP2 16 68265438 Missense_Mutation C T p.E497K 129 22 0.171 0.310 3 2 1 64 epithelialEsplicingEregulatoryEproteinE2 ENST00000565858.1

Case#1'Relapse'WholeTumor HYDIN 16 70995904 Missense_Mutation C T p.E1976K 146 60 0.411 0.746 3 2 1 97 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2

Case#1'Relapse'WholeTumor ZNF23 16 71483009 Missense_Mutation G A p.P307S 209 69 0.330 0.599 3 2 1 126 zincEfingerEproteinE23 ENST00000393539.2

Case#1'Relapse'WholeTumor ZFHX3 16 72827630 Missense_Mutation C G p.G2984A 230 78 0.339 0.615 3 2 1 121 zincEfingerEhomeoboxE3 ENST00000268489.5

Case#1'Relapse'WholeTumor FA2H 16 74750304 Missense_Mutation G A p.S327F 110 29 0.264 0.478 3 2 1 71 fattyEacidE2'hydroxylase ENST00000219368.3

Case#1'Relapse'WholeTumor CHST5 16 75563388 Missense_Mutation C T p.A299T 73 15 0.205 0.373 3 2 1 32 carbohydrateE(N'acetylglucosamineE6'O)EsulfotransferaseE5 ENST00000336257.3

Case#1'Relapse'WholeTumor CNTNAP4 16 76495889 Missense_Mutation C T p.S460F 121 34 0.281 0.510 3 2 1 93 contactinEassociatedEprotein'likeE4 ENST00000476707.1

Case#1'Relapse'WholeTumor VAT1L 16 77859352 Missense_Mutation GG AA p.G192S 169 51 0.302 0.548 3 2 1 111 vesicleEamineEtransportE1'like ENST00000302536.2

Case#1'Relapse'WholeTumor HSD17B2 16 82101883 Missense_Mutation G A p.R125Q 220 44 0.200 0.363 3 2 1 136 hydroxysteroidE(17'beta)EdehydrogenaseE2 ENST00000199936.4

Case#1'Relapse'WholeTumor HSD17B2 16 82124611 Missense_Mutation G A p.V257I 170 47 0.276 0.502 3 2 1 114 hydroxysteroidE(17'beta)EdehydrogenaseE2 ENST00000199936.4
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Case#1'Relapse'WholeTumor CDH13 16 83711897 Missense_Mutation G A p.G457S 191 42 0.220 0.399 3 2 1 121 cadherinE13 ENST00000566620.1

Case#1'Relapse'WholeTumor TLDC1 16 84520527 Missense_Mutation G A p.S223L 45 8 0.178 0.323 3 2 1 31 TBC/LysM'associatedEdomainEcontainingE1 ENST00000343629.6

Case#1'Relapse'WholeTumor FOXC2 16 86601462 Missense_Mutation C T p.S174F 103 41 0.398 0.722 3 2 1 64 forkheadEboxEC2E(MFH'1,EmesenchymeEforkheadE1) ENST00000320354.4

Case#1'Relapse'WholeTumor ZCCHC14 16 87451194 Missense_Mutation G A p.P282S 152 31 0.204 0.370 3 2 1 111 zincEfinger,ECCHCEdomainEcontainingE14 ENST00000268616.4

Case#1'Relapse'WholeTumor SLC7A5 16 87868107 Missense_Mutation C T p.G461S 122 45 0.369 0.669 3 2 1 76

soluteEcarrierEfamilyE7E(aminoEacidEtransporterElightEchain,ELE

system),EmemberE5 ENST00000261622.4

Case#1'Relapse'WholeTumor CDT1 16 88871204 Missense_Mutation G C p.R129P 137 57 0.416 0.755 3 2 1 81 chromatinElicensingEandEDNAEreplicationEfactorE1 ENST00000301019.4

Case#1'Relapse'WholeTumor RNMTL1 17 685854 Missense_Mutation CC TT p.S79F 42 14 0.333 0.741 2 1 1 32 RNAEmethyltransferaseElikeE1 ENST00000304478.4

Case#1'Relapse'WholeTumor SLC43A2 17 1494766 Splice_Site C T 68 15 0.221 0.490 2 1 1 50

soluteEcarrierEfamilyE43E(aminoEacidEsystemELEtransporter),E

memberE2 ENST00000301335.5

Case#1'Relapse'WholeTumor RTN4RL1 17 1840911 Missense_Mutation G A p.L69F 219 54 0.247 0.548 2 1 1 204 reticulonE4Ereceptor'likeE1 ENST00000331238.6

Case#1'Relapse'WholeTumor SPNS2 17 4436361 Missense_Mutation G A p.R342H 75 18 0.240 0.533 2 1 1 62 spinsterEhomologE2E(Drosophila) ENST00000329078.3

Case#1'Relapse'WholeTumor TM4SF5 17 4685876 Nonsense_Mutation C T p.R113* 117 32 0.274 0.608 2 1 1 80 transmembraneE4ELEsixEfamilyEmemberE5 ENST00000270560.3

Case#1'Relapse'WholeTumor NLRP1 17 5462175 Missense_Mutation G A p.P614L 93 25 0.269 0.597 2 1 1 70 NLREfamily,EpyrinEdomainEcontainingE1 ENST00000572272.1

Case#1'Relapse'WholeTumor C17orf74 17 7329695 Missense_Mutation C T p.R129C 206 49 0.238 0.529 2 1 1 125 chromosomeE17EopenEreadingEframeE74 ENST00000333870.3

Case#1'Relapse'WholeTumor ZBTB4 17 7365468 Missense_Mutation G A p.P945S 189 50 0.265 0.588 2 1 1 146 zincEfingerEandEBTBEdomainEcontainingE4 ENST00000311403.4

Case#1'Relapse'WholeTumor DNAH2 17 7710806 Missense_Mutation C T p.R3211W 154 33 0.214 0.476 2 1 1 133 dynein,Eaxonemal,EheavyEchainE2 ENST00000572933.1

Case#1'Relapse'WholeTumor CHD3 17 7803300 Nonsense_Mutation G A p.W877* 213 47 0.221 0.490 2 1 1 151 chromodomainEhelicaseEDNAEbindingEproteinE3 ENST00000330494.7

Case#1'Relapse'WholeTumor MYH13 17 10267715 Missense_Mutation C T p.E45K 174 28 0.161 0.358 2 1 1 164 myosin,EheavyEchainE13,EskeletalEmuscle ENST00000418404.3

Case#1'Relapse'WholeTumor MYH8 17 10309451 Missense_Mutation C T p.R780K 70 19 0.271 0.603 2 1 1 73 myosin,EheavyEchainE8,EskeletalEmuscle,Eperinatal ENST00000403437.2

Case#1'Relapse'WholeTumor MYH8 17 10318445 Missense_Mutation C T p.D265N 96 18 0.188 0.417 2 1 1 84 myosin,EheavyEchainE8,EskeletalEmuscle,Eperinatal ENST00000403437.2

Case#1'Relapse'WholeTumor MYH4 17 10356117 Missense_Mutation C T p.E1082K 118 24 0.203 0.452 2 1 1 79 myosin,EheavyEchainE4,EskeletalEmuscle ENST00000255381.2

Case#1'Relapse'WholeTumor MYH2 17 10428903 Missense_Mutation C T p.E1468K 109 26 0.239 0.530 2 1 1 73 myosin,EheavyEchainE2,EskeletalEmuscle,Eadult ENST00000245503.5

Case#1'Relapse'WholeTumor MYH2 17 10446421 Missense_Mutation C T p.E267K 114 29 0.254 0.565 2 1 1 90 myosin,EheavyEchainE2,EskeletalEmuscle,Eadult ENST00000245503.5

Case#1'Relapse'WholeTumor MYH3 17 10533685 Missense_Mutation C T p.D1793N 221 37 0.167 0.372 2 1 1 155 myosin,EheavyEchainE3,EskeletalEmuscle,Eembryonic ENST00000583535.1

Case#1'Relapse'WholeTumor DNAH9 17 11556263 Missense_Mutation G A p.E847K 90 24 0.267 0.593 2 1 1 78 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4

Case#1'Relapse'WholeTumor DNAH9 17 11772460 Missense_Mutation G A p.E3315K 98 19 0.194 0.431 2 1 1 86 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4

Case#1'Relapse'WholeTumor FLCN 17 17118576 Missense_Mutation A G p.V452A 65 17 0.262 0.581 2 1 1 45 folliculin ENST00000285071.4

Case#1'Relapse'WholeTumor TOM1L2 17 17797066 Missense_Mutation C T p.R92Q 90 18 0.200 0.444 2 1 1 61 targetEofEmyb1'likeE2E(chicken) ENST00000379504.3

Case#1'Relapse'WholeTumor ZNF286B 17 18565291 Missense_Mutation G A p.L510F 328 38 0.116 0.257 2 1 1 255 zincEfingerEproteinE286B ENST00000545289.1

Case#1'Relapse'WholeTumor EPN2 17 19189020 Missense_Mutation C T p.P228L 45 7 0.156 0.346 2 1 1 42 epsinE2 ENST00000314728.5

Case#1'Relapse'WholeTumor RNF112 17 19317435 Missense_Mutation G A p.D285N 54 16 0.296 0.658 2 1 1 37 ringEfingerEproteinE112 ENST00000461366.1

Case#1'Relapse'WholeTumor KIAA0100 17 26969968 Missense_Mutation A G p.V145A 108 32 0.296 0.658 2 1 1 95 KIAA0100 ENST00000528896.2

Case#1'Relapse'WholeTumor MYO18A 17 27493027 Missense_Mutation G A p.P311L 29 10 0.345 0.766 2 1 1 26 myosinEXVIIIA ENST00000527372.1

Case#1'Relapse'WholeTumor EFCAB5 17 28295941 Missense_Mutation C T p.S108L 65 15 0.231 0.513 2 1 1 69 EF'handEcalciumEbindingEdomainE5 ENST00000394835.3

Case#1'Relapse'WholeTumor NF1 17 29548940 Missense_Mutation G A p.E572K 126 20 0.159 0.353 2 1 1 85 neurofibrominE1 ENST00000358273.4

Case#1'Relapse'WholeTumor COPRS 17 30180029 Missense_Mutation G A p.P63S 121 24 0.198 0.441 2 1 1 87 coordinatorEofEPRMT5,EdifferentiationEstimulator ENST00000302362.6

Case#1'Relapse'WholeTumor ZNF207 17 30693762 Missense_Mutation C T p.P287S 89 24 0.270 0.599 2 1 1 67 zincEfingerEproteinE207 ENST00000321233.6

Case#1'Relapse'WholeTumor CDK5R1 17 30815557 Missense_Mutation C T p.R307W 75 16 0.213 0.474 2 1 1 70 cyclin'dependentEkinaseE5,EregulatoryEsubunitE1E(p35) ENST00000313401.3

Case#1'Relapse'WholeTumor CCL13 17 32685133 Missense_Mutation C T p.H94Y 91 21 0.231 0.513 2 1 1 63 chemokineE(C'CEmotif)EligandE13 ENST00000225844.2

Case#1'Relapse'WholeTumor CCL18 17 34398362 Nonsense_Mutation G A p.W77* 269 69 0.257 0.570 2 1 1 196

chemokineE(C'CEmotif)EligandE18E(pulmonaryEandEactivation'

regulated) ENST00000004921.3

Case#1'Relapse'WholeTumor MYO19 17 34858954 Missense_Mutation G A p.P688L 169 40 0.237 0.526 2 1 1 108 myosinEXIX ENST00000431794.3

Case#1'Relapse'WholeTumor PCGF2 17 36891693 Missense_Mutation G A p.S273F 129 37 0.287 0.637 2 1 1 98 polycombEgroupEringEfingerE2 ENST00000580830.1

Case#1'Relapse'WholeTumor PSMD3 17 38146126 Missense_Mutation C T p.S274F 87 29 0.333 0.741 2 1 1 62 proteasomeE(prosome,Emacropain)E26SEsubunit,Enon'ATPase,E3 ENST00000264639.4

Case#1'Relapse'WholeTumor KRT28 17 38956009 Missense_Mutation G A p.S46F 59 8 0.136 0.301 2 1 1 43 keratinE28 ENST00000306658.7

Case#1'Relapse'WholeTumor TMEM99 17 38990863 Missense_Mutation C T p.S32F 94 20 0.213 0.473 2 1 1 81 transmembraneEproteinE99 ENST00000301665.3

Case#1'Relapse'WholeTumor KRTAP9'8 17 39394394 Missense_Mutation C T p.P31S 252 57 0.226 0.503 2 1 1 194 keratinEassociatedEproteinE9'8 ENST00000254072.6

Case#1'Relapse'WholeTumor KRTAP29'1 17 39458565 Missense_Mutation G A p.P180L 49 14 0.286 0.635 2 1 1 51 keratinEassociatedEproteinE29'1 ENST00000391353.1

Case#1'Relapse'WholeTumor SPATA32 17 43332551 Missense_Mutation G A p.T333I 248 52 0.210 0.466 2 1 1 203 spermatogenesisEassociatedE32 ENST00000331780.4

Case#1'Relapse'WholeTumor FAM117A 17 47793603 Nonsense_Mutation G A p.R329* 113 37 0.327 0.594 3 2 1 76 familyEwithEsequenceEsimilarityE117,EmemberEA ENST00000240364.2

Case#1'Relapse'WholeTumor COL1A1 17 48275324 Missense_Mutation C T p.E210K 121 24 0.198 0.360 3 2 1 72 collagen,EtypeEI,EalphaE1 ENST00000225964.5

Case#1'Relapse'WholeTumor PPM1E 17 57057800 Missense_Mutation C T p.S559F 72 17 0.236 0.428 3 2 1 31 proteinEphosphatase,EMg2+/Mn2+Edependent,E1E ENST00000308249.2

Case#1'Relapse'WholeTumor CLTC 17 57746275 Missense_Mutation C T p.P756S 184 63 0.342 0.621 3 2 1 129 clathrin,EheavyEchainE(Hc) ENST00000269122.3

Case#1'Relapse'WholeTumor HELZ 17 65124841 Missense_Mutation G A p.P1105S 115 32 0.278 0.505 3 2 1 72 helicaseEwithEzincEfinger ENST00000358691.5

Case#1'Relapse'WholeTumor ABCA8 17 66865889 Missense_Mutation C T p.V1515M 98 20 0.204 0.370 3 2 1 72 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE8 ENST00000269080.2

Case#1'Relapse'WholeTumor ABCA8 17 66933227 Missense_Mutation C T p.E111K 122 16 0.131 0.238 3 2 1 39 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE8 ENST00000269080.2

Case#1'Relapse'WholeTumor SDK2 17 71375689 Splice_Site C T 126 21 0.167 0.302 3 2 1 81 sidekickEcellEadhesionEmoleculeE2 ENST00000392650.3

Case#1'Relapse'WholeTumor KIF19 17 72346896 Missense_Mutation G A p.R480Q 181 59 0.326 0.592 3 2 1 131 kinesinEfamilyEmemberE19 ENST00000389916.4

Case#1'Relapse'WholeTumor GPRC5C 17 72436025 Missense_Mutation C T p.P82L 64 17 0.266 0.482 3 2 1 45 GEprotein'coupledEreceptor,EclassEC,EgroupE5,EmemberEC ENST00000481232.1

Case#1'Relapse'WholeTumor NAT9 17 72771807 Missense_Mutation C T p.G11R 137 40 0.292 0.530 3 2 1 81 N'acetyltransferaseE9E(GCN5'related,Eputative) ENST00000357814.3

Case#1'Relapse'WholeTumor OTOP3 17 72931939 Missense_Mutation G A p.G15R 80 24 0.300 0.544 3 2 1 53 otopetrinE3 ENST00000328801.4

Case#1'Relapse'WholeTumor HID1 17 72958413 Missense_Mutation G A p.S176F 113 17 0.150 0.273 3 2 1 53 HID1EdomainEcontaining ENST00000425042.2

Case#1'Relapse'WholeTumor ITGB4 17 73732763 Missense_Mutation G A p.E660K 61 9 0.148 0.268 3 2 1 41 integrin,EbetaE4 ENST00000200181.3

Case#1'Relapse'WholeTumor SEC14L1 17 75187009 Missense_Mutation T G p.V63G 216 45 0.208 0.378 3 2 1 128 SEC14'likeE1E(S.Ecerevisiae) ENST00000413679.2

Case#1'Relapse'WholeTumor DNAH17 17 76449428 Missense_Mutation C T p.G3504E 120 18 0.150 0.272 3 2 1 61 dynein,Eaxonemal,EheavyEchainE17 ENST00000585328.1

Case#1'Relapse'WholeTumor DNAH17 17 76472670 Missense_Mutation G A p.T2708I 236 46 0.195 0.354 3 2 1 182 dynein,Eaxonemal,EheavyEchainE17 ENST00000585328.1

Case#1'Relapse'WholeTumor GAA 17 78090886 Missense_Mutation G A p.G770D 115 36 0.313 0.568 3 2 1 78 glucosidase,Ealpha;Eacid ENST00000302262.3

Case#1'Relapse'WholeTumor B3GNTL1 17 80904805 Missense_Mutation C T p.G354S 78 14 0.179 0.326 3 2 1 50

UDP'GlcNAc:betaGalEbeta'1,3'N'acetylglucosaminyltransferase'

likeE1 ENST00000320865.3

Case#1'Relapse'WholeTumor DSC3 18 28588081 Missense_Mutation C T p.E522K 150 35 0.233 0.519 2 1 1 106 desmocollinE3 ENST00000360428.4

Case#1'Relapse'WholeTumor DSC3 18 28604431 Missense_Mutation C T p.G220E 80 23 0.288 0.639 2 1 1 68 desmocollinE3 ENST00000360428.4

Case#1'Relapse'WholeTumor CCDC178 18 30992024 Missense_Mutation G A p.S10F 107 18 0.168 0.374 2 1 1 106 coiled'coilEdomainEcontainingE178 ENST00000383096.3

Case#1'Relapse'WholeTumor ASXL3 18 31323386 Missense_Mutation C T p.P1192S 91 16 0.176 0.391 2 1 1 61 additionalEsexEcombsElikeEtranscriptionalEregulatorE3 ENST00000269197.5

Case#1'Relapse'WholeTumor ASXL3 18 31324221 Missense_Mutation C T p.P1470L 111 22 0.198 0.440 2 1 1 71 additionalEsexEcombsElikeEtranscriptionalEregulatorE3 ENST00000269197.5

Case#1'Relapse'WholeTumor DTNA 18 32407618 Missense_Mutation GG AA p.G358K 112 25 0.223 0.496 2 1 1 74 dystrobrevin,Ealpha ENST00000399113.3

Case#1'Relapse'WholeTumor LOXHD1 18 44184156 Missense_Mutation C T p.D266N 66 17 0.258 0.572 2 1 1 38 lipoxygenaseEhomologyEdomainsE1 ENST00000441551.2

Case#1'Relapse'WholeTumor MYO5B 18 47432805 Missense_Mutation C T p.G800R 41 14 0.341 0.759 2 1 1 26 myosinEVB ENST00000285039.7

Case#1'Relapse'WholeTumor MAPK4 18 48248343 Missense_Mutation G A p.E243K 67 13 0.194 0.431 2 1 1 65 mitogen'activatedEproteinEkinaseE4 ENST00000400384.2

Case#1'Relapse'WholeTumor DCC 18 50994327 Missense_Mutation G A p.R1228Q 91 18 0.198 0.440 2 1 1 104 DCCEnetrinE1Ereceptor ENST00000442544.2

Case#1'Relapse'WholeTumor TCF4 18 52899872 Missense_Mutation A G p.V506A 87 13 0.149 0.332 2 1 1 58 transcriptionEfactorE4 ENST00000356073.4

Case#1'Relapse'WholeTumor ONECUT2 18 55143714 Missense_Mutation C T p.S425F 39 12 0.308 0.684 2 1 1 25 oneEcutEhomeoboxE2 ENST00000491143.2

Case#1'Relapse'WholeTumor CDH20 18 59158012 Missense_Mutation G A p.D76N 116 25 0.216 0.479 2 1 1 110 cadherinE20,EtypeE2 ENST00000262717.4

Case#1'Relapse'WholeTumor ZCCHC2 18 60241464 Missense_Mutation C T p.S717F 121 15 0.124 0.275 2 1 1 119 zincEfinger,ECCHCEdomainEcontainingE2 ENST00000269499.5

Case#1'Relapse'WholeTumor SERPINB4 18 61309074 Missense_Mutation C T p.E91K 232 53 0.228 0.508 2 1 1 209 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE4 ENST00000341074.5
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Case#1'Relapse'WholeTumor SERPINB7 18 61463608 Missense_Mutation G A p.E149K 116 22 0.190 0.421 2 1 1 93 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE7 ENST00000398019.2
Case#1'Relapse'WholeTumor PLK5 19 1527970 Missense_Mutation C T p.A13V 120 31 0.258 0.574 2 1 1 102 polo'likeEkinaseE5 ENST00000334770.4
Case#1'Relapse'WholeTumor ZNF77 19 2933951 Missense_Mutation G A p.P392S 159 41 0.258 0.573 2 1 1 108 zincEfingerEproteinE77 ENST00000314531.4
Case#1'Relapse'WholeTumor ZFR2 19 3810815 Missense_Mutation A C p.V789G 202 33 0.163 0.363 2 1 1 156 zincEfingerERNAEbindingEproteinE2 ENST00000262961.4
Case#1'Relapse'WholeTumor LONP1 19 5719866 Missense_Mutation C T p.G93E 27 6 0.222 0.494 2 1 1 25 lonEpeptidaseE1,Emitochondrial ENST00000360614.3
Case#1'Relapse'WholeTumor CTB'133G6.1 19 7437821 Missense_Mutation G A p.G47R 71 16 0.225 0.501 2 1 1 76 ENST00000576789.1
Case#1'Relapse'WholeTumor PNPLA6 19 7625627 Missense_Mutation C T p.L1227F 78 19 0.244 0.541 2 1 1 59 patatin'likeEphospholipaseEdomainEcontainingE6 ENST00000221249.6
Case#1'Relapse'WholeTumor STXBP2 19 7707219 Splice_Site G A p.R265K 107 23 0.215 0.478 2 1 1 56 syntaxinEbindingEproteinE2 ENST00000221283.5
Case#1'Relapse'WholeTumor ADAMTS10 19 8651078 Missense_Mutation G A p.P863L 73 18 0.247 0.548 2 1 1 79 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E10 ENST00000597188.1
Case#1'Relapse'WholeTumor ACTL9 19 8808786 Missense_Mutation G A p.S89L 86 21 0.244 0.543 2 1 1 72 actin'likeE9 ENST00000324436.3
Case#1'Relapse'WholeTumor MUC16 19 9012820 Missense_Mutation G A p.P12875L 432 78 0.181 0.401 2 1 1 364 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9014655 Missense_Mutation GG AA p.R12774C 170 26 0.153 0.340 2 1 1 147 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9047086 Missense_Mutation G C p.D11515E 187 32 0.171 0.380 2 1 1 157 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9048674 Missense_Mutation C T p.G10986E 350 83 0.237 0.527 2 1 1 235 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9049967 Missense_Mutation C T p.R10555K 199 54 0.271 0.603 2 1 1 125 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9068125 Missense_Mutation C T p.E6441K 134 30 0.224 0.498 2 1 1 81 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9075553 Missense_Mutation G A p.H3965Y 231 46 0.199 0.443 2 1 1 173 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9075565 Missense_Mutation C T p.E3961K 223 39 0.175 0.389 2 1 1 168 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9082946 Missense_Mutation C T p.G2957S 129 40 0.310 0.689 2 1 1 83 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor MUC16 19 9089678 Missense_Mutation C T p.D713N 113 21 0.186 0.413 2 1 1 121 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#1'Relapse'WholeTumor OR7D2 19 9297032 Missense_Mutation C T p.T192I 94 17 0.181 0.402 2 1 1 75 olfactoryEreceptor,EfamilyE7,EsubfamilyED,EmemberE2 ENST00000344248.2
Case#1'Relapse'WholeTumor COL5A3 19 10089885 Missense_Mutation C T p.E933K 63 10 0.159 0.353 2 1 1 55 collagen,EtypeEV,EalphaE3 ENST00000264828.3
Case#1'Relapse'WholeTumor PDE4A 19 10570404 Missense_Mutation C T p.T445I 63 22 0.349 0.776 2 1 1 44 phosphodiesteraseE4A,EcAMP'specific ENST00000352831.6
Case#1'Relapse'WholeTumor ZNF763 19 12089022 Nonsense_Mutation C T p.Q95* 247 40 0.162 0.360 2 1 1 181 zincEfingerEproteinE763 ENST00000358987.3
Case#1'Relapse'WholeTumor ZNF490 19 12692380 Missense_Mutation G A p.S170F 192 46 0.240 0.532 2 1 1 139 zincEfingerEproteinE490 ENST00000311437.6
Case#1'Relapse'WholeTumor DNAJB1 19 14626756 Missense_Mutation A G p.I340T 98 17 0.173 0.385 2 1 1 83 DnaJE(Hsp40)Ehomolog,EsubfamilyEB,EmemberE1 ENST00000254322.2
Case#1'Relapse'WholeTumor OR7C1 19 14910162 Missense_Mutation C T p.A263T 98 12 0.122 0.272 2 1 1 69 olfactoryEreceptor,EfamilyE7,EsubfamilyEC,EmemberE1 ENST00000248073.2
Case#1'Relapse'WholeTumor CYP4F3 19 15769586 Missense_Mutation C T p.P455L 140 32 0.229 0.508 2 1 1 78 cytochromeEP450,EfamilyE4,EsubfamilyEF,EpolypeptideE3 ENST00000221307.8
Case#1'Relapse'WholeTumor OR10H1 19 15918210 Missense_Mutation A G p.L213P 265 24 0.091 0.201 2 1 1 220 olfactoryEreceptor,EfamilyE10,EsubfamilyEH,EmemberE1 ENST00000334920.2
Case#1'Relapse'WholeTumor CYP4F11 19 16038276 Missense_Mutation C T p.D121N 119 23 0.193 0.430 2 1 1 93 cytochromeEP450,EfamilyE4,EsubfamilyEF,EpolypeptideE11 ENST00000402119.4
Case#1'Relapse'WholeTumor CPAMD8 19 17068694 Missense_Mutation C T p.E796K 70 16 0.229 0.508 2 1 1 70 C3EandEPZP'like,Ealpha'2'macroglobulinEdomainEcontainingE8 ENST00000443236.1
Case#1'Relapse'WholeTumor CPAMD8 19 17091331 Missense_Mutation G A p.R568C 103 27 0.262 0.583 2 1 1 87 C3EandEPZP'like,Ealpha'2'macroglobulinEdomainEcontainingE8 ENST00000443236.1
Case#1'Relapse'WholeTumor UNC13A 19 17763477 Nonsense_Mutation C A p.E468* 76 18 0.237 0.526 2 1 1 66 unc'13EhomologEAE(C.Eelegans) ENST00000519716.2
Case#1'Relapse'WholeTumor SLC5A5 19 17986906 Missense_Mutation A G p.N230S 57 9 0.158 0.351 2 1 1 59 soluteEcarrierEfamilyE5E(sodium/iodideEcotransporter),EmemberE5 ENST00000222248.3
Case#1'Relapse'WholeTumor COMP 19 18899520 Missense_Mutation C T p.G215S 15 5 0.333 0.741 2 1 1 16 cartilageEoligomericEmatrixEprotein ENST00000222271.2
Case#1'Relapse'WholeTumor UPF1 19 18961604 Missense_Mutation C T p.P246L 108 31 0.287 0.638 2 1 1 82 UPF1EregulatorEofEnonsenseEtranscriptsEhomologE(yeast) ENST00000599848.1
Case#1'Relapse'WholeTumor ZNF93 19 20045187 Missense_Mutation C T p.H475Y 61 10 0.164 0.364 2 1 1 38 zincEfingerEproteinE93 ENST00000343769.5
Case#1'Relapse'WholeTumor ZNF90 19 20216075 Missense_Mutation G A p.G59E 263 43 0.163 0.363 2 1 1 180 zincEfingerEproteinE90 ENST00000418063.2
Case#1'Relapse'WholeTumor ZNF714 19 21281116 Splice_Site G A p.L14L 204 33 0.162 0.359 2 2 0 141 zincEfingerEproteinE714 ENST00000596143.1
Case#1'Relapse'WholeTumor ZNF208 19 22156497 Missense_Mutation G A p.H447Y 73 13 0.178 0.396 2 1 1 89 zincEfingerEproteinE208 ENST00000397126.4
Case#1'Relapse'WholeTumor ZNF729 19 22496823 Missense_Mutation C T p.H202Y 102 20 0.196 0.436 2 1 1 68 zincEfingerEproteinE729 ENST00000601693.1
Case#1'Relapse'WholeTumor ZNF728 19 23158524 Missense_Mutation C T p.E539K 55 20 0.364 0.808 2 1 1 37 zincEfingerEproteinE728 ENST00000594710.1

Case#1'Relapse'WholeTumor POP4 19 30106202 Missense_Mutation C T p.S193F 143 30 0.210 0.466 2 2 0 134
processingEofEprecursorE4,EribonucleaseEP/MRPEsubunitE(S.E

cerevisiae) ENST00000585603.1
Case#1'Relapse'WholeTumor URI1 19 30499976 Missense_Mutation C T p.R251C 108 13 0.120 0.267 2 2 0 68 URI1,Eprefoldin'likeEchaperone ENST00000542441.2
Case#1'Relapse'WholeTumor KMT2B 19 36211511 Missense_Mutation C T p.S421L 86 18 0.209 0.465 2 1 1 63 lysineE(K)'specificEmethyltransferaseE2B ENST00000222270.7
Case#1'Relapse'WholeTumor KMT2B 19 36211765 Missense_Mutation C T p.P506S 50 8 0.160 0.356 2 1 1 32 lysineE(K)'specificEmethyltransferaseE2B ENST00000222270.7
Case#1'Relapse'WholeTumor WDR62 19 36592574 Missense_Mutation G C p.E994Q 52 9 0.173 0.385 2 1 1 44 WDErepeatEdomainE62 ENST00000270301.7
Case#1'Relapse'WholeTumor ZNF382 19 37117458 Missense_Mutation C T p.S220F 47 13 0.277 0.615 2 1 1 33 zincEfingerEproteinE382 ENST00000292928.2
Case#1'Relapse'WholeTumor ZNF527 19 37879964 Missense_Mutation C T p.A338V 113 20 0.177 0.393 2 1 1 93 zincEfingerEproteinE527 ENST00000436120.2
Case#1'Relapse'WholeTumor WDR87 19 38379452 Missense_Mutation C T p.R1581Q 255 36 0.141 0.314 2 1 1 212 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Relapse'WholeTumor WDR87 19 38380329 Missense_Mutation C T p.E1289K 68 12 0.176 0.392 2 1 1 67 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Relapse'WholeTumor WDR87 19 38382235 Missense_Mutation GG AA p.P1078L 165 29 0.176 0.391 2 1 1 104 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Relapse'WholeTumor WDR87 19 38385303 Missense_Mutation G A p.S308F 77 10 0.130 0.289 2 1 1 46 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Relapse'WholeTumor RYR1 19 39051805 Missense_Mutation C T p.S4112L 86 16 0.186 0.413 2 1 1 60 ryanodineEreceptorE1E(skeletal) ENST00000359596.3
Case#1'Relapse'WholeTumor RINL 19 39364598 Nonsense_Mutation G A p.Q81* 48 7 0.146 0.324 2 1 1 46 RasEandERabEinteractor'like ENST00000591812.1
Case#1'Relapse'WholeTumor FCGBP 19 40408433 Missense_Mutation C T p.G1469E 173 26 0.150 0.334 2 1 1 141 FcEfragmentEofEIgGEbindingEprotein ENST00000221347.6
Case#1'Relapse'WholeTumor CYP2A7 19 41387569 Missense_Mutation C T p.A90T 120 36 0.300 0.667 2 1 1 80 cytochromeEP450,EfamilyE2,EsubfamilyEA,EpolypeptideE7 ENST00000301146.4
Case#1'Relapse'WholeTumor PSG6 19 43414930 Missense_Mutation G A p.P170S 355 67 0.189 0.419 2 1 1 271 pregnancyEspecificEbeta'1'glycoproteinE6 ENST00000292125.2
Case#1'Relapse'WholeTumor PSG9 19 43762572 Missense_Mutation G A p.T342I 341 71 0.208 0.717 1 1 0 243 pregnancyEspecificEbeta'1'glycoproteinE9 ENST00000270077.3
Case#1'Relapse'WholeTumor ZNF112 19 44832836 Missense_Mutation G A p.P498S 82 14 0.171 0.379 2 1 1 72 zincEfingerEproteinE112 ENST00000337401.4
Case#1'Relapse'WholeTumor ZNF112 19 44833021 Missense_Mutation A G p.V436A 46 10 0.217 0.483 2 1 1 40 zincEfingerEproteinE112 ENST00000337401.4
Case#1'Relapse'WholeTumor KLC3 19 45849897 Nonsense_Mutation G A p.W118* 34 9 0.265 0.588 2 1 1 29 kinesinElightEchainE3 ENST00000391946.2
Case#1'Relapse'WholeTumor FOSB 19 45974142 Missense_Mutation A T p.T128S 66 15 0.227 0.505 2 1 1 58 FBJEmurineEosteosarcomaEviralEoncogeneEhomologEB ENST00000353609.3
Case#1'Relapse'WholeTumor AC074212.3 19 46257749 Missense_Mutation G A p.R190Q 67 18 0.269 0.597 2 1 1 51 ENST00000457052.2
Case#1'Relapse'WholeTumor AC074212.3 19 46257839 Missense_Mutation G A p.G220E 113 23 0.204 0.452 2 1 1 90 ENST00000457052.2
Case#1'Relapse'WholeTumor SLC8A2 19 47941229 Splice_Site C T p.G629G 59 13 0.220 0.490 2 1 1 59 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE2 ENST00000236877.6

Case#1'Relapse'WholeTumor SLC17A7 19 49940011 Missense_Mutation G A p.A37V 49 9 0.184 0.408 2 1 1 31
soluteEcarrierEfamilyE17E(vesicularEglutamateEtransporter),EmemberE

7 ENST00000221485.3
Case#1'Relapse'WholeTumor MYH14 19 50775127 Missense_Mutation C T p.R1024C 73 12 0.164 0.365 2 1 1 61 myosin,EheavyEchainE14,Enon'muscle ENST00000596571.1
Case#1'Relapse'WholeTumor MYBPC2 19 50939918 Missense_Mutation CC TA p.R131S 71 9 0.127 0.282 2 1 1 87 myosinEbindingEproteinEC,EfastEtype ENST00000357701.5
Case#1'Relapse'WholeTumor KLK2 19 51380002 Missense_Mutation G A p.E161K 71 13 0.183 0.407 2 1 1 63 kallikrein'relatedEpeptidaseE2 ENST00000325321.3
Case#1'Relapse'WholeTumor CTD'2616J11.4 19 51892732 Missense_Mutation C T p.E23K 52 6 0.115 0.256 2 1 1 49 ENST00000574814.1
Case#1'Relapse'WholeTumor SIGLEC8 19 51958757 Missense_Mutation A C p.D322E 74 16 0.216 0.480 2 1 1 51 sialicEacidEbindingEIg'likeElectinE8 ENST00000321424.3
Case#1'Relapse'WholeTumor SIGLEC6 19 52023425 Missense_Mutation GG TA p.H425N 163 37 0.227 0.504 2 1 1 103 sialicEacidEbindingEIg'likeElectinE6 ENST00000425629.3
Case#1'Relapse'WholeTumor ZNF528 19 52919060 Missense_Mutation C T p.H319Y 116 16 0.138 0.307 2 1 1 86 zincEfingerEproteinE528 ENST00000360465.3
Case#1'Relapse'WholeTumor ZNF534 19 52941990 Missense_Mutation C T p.T439I 137 25 0.182 0.406 2 1 1 111 zincEfingerEproteinE534 ENST00000332323.6
Case#1'Relapse'WholeTumor NLRP12 19 54327170 Missense_Mutation C T p.E87K 87 18 0.207 0.460 2 1 1 107 NLREfamily,EpyrinEdomainEcontainingE12 ENST00000324134.6
Case#1'Relapse'WholeTumor TARM1 19 54578294 Missense_Mutation C T p.R48Q 67 9 0.134 0.299 2 1 1 41 TEcell'interacting,EactivatingEreceptorEonEmyeloidEcellsE1 ENST00000432826.1

Case#1'Relapse'WholeTumor LILRB2 19 54781428 Missense_Mutation G A p.P446S 49 13 0.265 0.590 2 1 1 37
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEBE(withETMEandE

ITIMEdomains),EmemberE2 ENST00000391749.4

Case#1'Relapse'WholeTumor LILRB2 19 54783274 Missense_Mutation C T p.R195K 209 53 0.254 0.564 2 1 1 162
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEBE(withETMEandE

ITIMEdomains),EmemberE2 ENST00000391749.4
Case#1'Relapse'WholeTumor NLRP7 19 55450454 Missense_Mutation G A p.S578F 104 26 0.250 0.556 2 1 1 100 NLREfamily,EpyrinEdomainEcontainingE7 ENST00000590030.1
Case#1'Relapse'WholeTumor PTPRH 19 55716732 Missense_Mutation C T p.G194E 249 42 0.169 0.375 2 1 1 194 proteinEtyrosineEphosphatase,EreceptorEtype,EH ENST00000376350.3
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Case#1'Relapse'WholeTumor EPN1 19 56200664 Splice_Site C T p.P202L 101 26 0.257 0.572 2 1 1 75 epsinE1 ENST00000270460.6
Case#1'Relapse'WholeTumor NLRP8 19 56490812 Missense_Mutation C T p.L977F 117 20 0.171 0.380 2 1 1 71 NLREfamily,EpyrinEdomainEcontainingE8 ENST00000291971.3
Case#1'Relapse'WholeTumor NLRP8 19 56499244 Missense_Mutation G A p.G1038R 114 34 0.298 0.663 2 1 1 93 NLREfamily,EpyrinEdomainEcontainingE8 ENST00000291971.3
Case#1'Relapse'WholeTumor USP29 19 57640501 Missense_Mutation C T p.S153L 49 11 0.224 0.499 2 1 1 65 ubiquitinEspecificEpeptidaseE29 ENST00000254181.4
Case#1'Relapse'WholeTumor USP29 19 57640723 Missense_Mutation C T p.S227L 50 12 0.240 0.533 2 1 1 40 ubiquitinEspecificEpeptidaseE29 ENST00000254181.4
Case#1'Relapse'WholeTumor USP29 19 57641208 Missense_Mutation G A p.E389K 65 9 0.138 0.308 2 1 1 42 ubiquitinEspecificEpeptidaseE29 ENST00000254181.4
Case#1'Relapse'WholeTumor USP29 19 57642499 Missense_Mutation C T p.P819L 105 26 0.248 0.550 2 1 1 74 ubiquitinEspecificEpeptidaseE29 ENST00000254181.4
Case#1'Relapse'WholeTumor ZNF418 19 58438869 Missense_Mutation C T p.R227K 213 50 0.235 0.522 2 1 1 172 zincEfingerEproteinE418 ENST00000396147.1
Case#1'Relapse'WholeTumor ALLC 2 3743414 Frame_Shift_Del TG ' p.W207fs 150 27 0.180 0.400 2 1 1 127 allantoicase ENST00000252505.3
Case#1'Relapse'WholeTumor KIDINS220 2 8870915 Missense_Mutation C T p.E1751K 185 55 0.297 0.661 2 1 1 121 kinaseED'interactingEsubstrate,E220kDa ENST00000256707.3

Case#1'Relapse'WholeTumor KCNS3 2 18112971 Nonsense_Mutation G A p.W232* 86 18 0.209 0.465 2 1 1 64
potassiumEvoltage'gatedEchannel,Edelayed'rectifier,EsubfamilyES,E

memberE3 ENST00000403915.1
Case#1'Relapse'WholeTumor MFSD2B 2 24236215 Missense_Mutation C T p.P53S 100 25 0.250 0.556 2 1 1 86 majorEfacilitatorEsuperfamilyEdomainEcontainingE2B ENST00000406420.3
Case#1'Relapse'WholeTumor C2orf71 2 29294142 Missense_Mutation G A p.P996S 86 14 0.163 0.362 2 1 1 58 chromosomeE2EopenEreadingEframeE71 ENST00000331664.5
Case#1'Relapse'WholeTumor VIT 2 37000987 Missense_Mutation C T p.P245S 92 21 0.228 0.507 2 1 1 75 vitrin ENST00000389975.3
Case#1'Relapse'WholeTumor SLC8A1 2 40397451 Missense_Mutation G A p.P670S 99 24 0.242 0.539 2 1 1 70 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE1 ENST00000403092.1
Case#1'Relapse'WholeTumor PKDCC 2 42281304 Missense_Mutation T G p.D297E 92 21 0.228 0.507 2 1 1 80 proteinEkinaseEdomainEcontaining,Ecytoplasmic ENST00000294964.5
Case#1'Relapse'WholeTumor SOCS5 2 46985901 Nonsense_Mutation A T p.R78* 77 21 0.273 0.606 2 1 1 61 suppressorEofEcytokineEsignalingE5 ENST00000306503.5
Case#1'Relapse'WholeTumor FSHR 2 49210079 Missense_Mutation A C p.F214V 83 17 0.205 0.455 2 1 1 71 follicleEstimulatingEhormoneEreceptor ENST00000406846.2
Case#1'Relapse'WholeTumor PUS10 2 61235910 Missense_Mutation C G p.D123H 63 16 0.254 0.564 2 1 1 48 pseudouridylateEsynthaseE10 ENST00000316752.6
Case#1'Relapse'WholeTumor C2orf74 2 61391520 Missense_Mutation T C p.V148A 102 7 0.069 0.153 2 1 1 75 chromosomeE2EopenEreadingEframeE74 ENST00000432605.1
Case#1'Relapse'WholeTumor TIA1 2 70457971 Missense_Mutation G A p.P47S 132 30 0.227 0.505 2 1 1 100 TIA1EcytotoxicEgranule'associatedERNAEbindingEprotein ENST00000433529.2
Case#1'Relapse'WholeTumor MOGS 2 74689363 Missense_Mutation G A p.P518L 155 37 0.239 0.530 2 1 1 130 mannosyl'oligosaccharideEglucosidase ENST00000233616.4
Case#1'Relapse'WholeTumor M1AP 2 74842208 Missense_Mutation CC TT p.G103E 60 10 0.167 0.370 2 1 1 56 meiosisE1EassociatedEprotein ENST00000290536.5
Case#1'Relapse'WholeTumor LRRTM4 2 77745733 Missense_Mutation G A p.S421L 107 29 0.271 0.602 2 1 1 96 leucineErichErepeatEtransmembraneEneuronalE4 ENST00000409093.1
Case#1'Relapse'WholeTumor CTNNA2 2 80874951 Missense_Mutation C T p.S939L 46 10 0.217 0.483 2 1 1 50 cateninE(cadherin'associatedEprotein),EalphaE2 ENST00000402739.4
Case#1'Relapse'WholeTumor DNAH6 2 84880610 Missense_Mutation T G p.V1749G 170 12 0.071 0.157 2 1 1 90 dynein,Eaxonemal,EheavyEchainE6 ENST00000237449.6
Case#1'Relapse'WholeTumor DNAH6 2 84896614 Missense_Mutation G A p.G2096R 153 46 0.301 0.668 2 1 1 107 dynein,Eaxonemal,EheavyEchainE6 ENST00000237449.6
Case#1'Relapse'WholeTumor KCMF1 2 85255039 Missense_Mutation G A p.G15E 114 22 0.193 0.429 2 1 1 89 potassiumEchannelEmodulatoryEfactorE1 ENST00000409785.4
Case#1'Relapse'WholeTumor REEP1 2 86459757 Missense_Mutation T C p.S196G 146 34 0.233 0.518 2 1 1 102 receptorEaccessoryEproteinE1 ENST00000165698.5
Case#1'Relapse'WholeTumor KRCC1 2 88327571 Missense_Mutation G A p.S171L 90 22 0.244 0.543 2 1 1 43 lysine'richEcoiled'coilE1 ENST00000347055.3
Case#1'Relapse'WholeTumor PROM2 2 95951436 Missense_Mutation T A p.L642Q 49 9 0.184 0.408 2 1 1 70 promininE2 ENST00000317620.9
Case#1'Relapse'WholeTumor CNGA3 2 99013039 Missense_Mutation C T p.A469V 60 13 0.217 0.481 2 1 1 59 cyclicEnucleotideEgatedEchannelEalphaE3 ENST00000272602.2
Case#1'Relapse'WholeTumor EIF5B 2 99980828 Missense_Mutation C T p.S411F 51 12 0.235 0.523 2 1 1 36 eukaryoticEtranslationEinitiationEfactorE5B ENST00000289371.6
Case#1'Relapse'WholeTumor AFF3 2 100203616 Splice_Site C T p.S864N 214 47 0.220 0.488 2 1 1 168 AF4/FMR2Efamily,EmemberE3 ENST00000409236.2
Case#1'Relapse'WholeTumor ZC3H6 2 113080319 Missense_Mutation C T p.P394S 105 26 0.248 0.550 2 1 1 77 zincEfingerECCCH'typeEcontainingE6 ENST00000409871.1
Case#1'Relapse'WholeTumor POLR1B 2 113308515 Missense_Mutation C T p.T233I 229 48 0.210 0.466 2 1 1 132 polymeraseE(RNA)EIEpolypeptideEB,E128kDa ENST00000263331.5
Case#1'Relapse'WholeTumor IL1A 2 113539352 Nonsense_Mutation G A p.Q50* 110 29 0.264 0.586 2 1 1 87 interleukinE1,Ealpha ENST00000263339.3
Case#1'Relapse'WholeTumor IL36B 2 113783785 Missense_Mutation C T p.G96R 139 27 0.194 0.432 2 1 1 115 interleukinE36,Ebeta ENST00000259213.4
Case#1'Relapse'WholeTumor TFCP2L1 2 121991768 Missense_Mutation T A p.N366I 82 19 0.232 0.515 2 1 1 98 transcriptionEfactorECP2'likeE1 ENST00000263707.5
Case#1'Relapse'WholeTumor POTEF 2 130878027 Missense_Mutation C T p.R21K 456 106 0.232 0.517 2 1 1 342 POTEEankyrinEdomainEfamily,EmemberEF ENST00000409914.2
Case#1'Relapse'WholeTumor THSD7B 2 137814764 Missense_Mutation C T p.S305L 77 21 0.273 0.606 2 1 1 88 thrombospondin,EtypeEI,EdomainEcontainingE7B ENST00000409968.1
Case#1'Relapse'WholeTumor THSD7B 2 137990472 Missense_Mutation G A p.G640E 146 36 0.247 0.548 2 1 1 139 thrombospondin,EtypeEI,EdomainEcontainingE7B ENST00000409968.1
Case#1'Relapse'WholeTumor LRP1B 2 141202236 Missense_Mutation C G p.C3357S 87 16 0.184 0.409 2 1 1 54 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3
Case#1'Relapse'WholeTumor LRP1B 2 141473542 Splice_Site C A p.G2008V 128 32 0.250 0.556 2 1 1 100 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3
Case#1'Relapse'WholeTumor KYNU 2 143798132 Missense_Mutation CC TT p.P393L 113 18 0.159 0.289 3 2 1 95 kynureninase ENST00000264170.4
Case#1'Relapse'WholeTumor NEB 2 152418675 Nonsense_Mutation C T p.W4614* 198 46 0.232 0.422 3 2 1 126 nebulin ENST00000172853.10
Case#1'Relapse'WholeTumor NEB 2 152510597 Missense_Mutation C T p.G2275E 129 29 0.225 0.408 3 2 1 70 nebulin ENST00000172853.10
Case#1'Relapse'WholeTumor GALNT5 2 158157341 Nonsense_Mutation A T p.K757* 222 65 0.293 0.531 3 2 1 150 polypeptideEN'acetylgalactosaminyltransferaseE5 ENST00000259056.4
Case#1'Relapse'WholeTumor PKP4 2 159533266 Missense_Mutation C T p.S1048F 201 37 0.184 0.334 3 2 1 138 plakophilinE4 ENST00000389759.3
Case#1'Relapse'WholeTumor ITGB6 2 160994079 Missense_Mutation G A p.P509L 104 17 0.163 0.297 3 2 1 68 integrin,EbetaE6 ENST00000283249.2
Case#1'Relapse'WholeTumor DPP4 2 162862292 Missense_Mutation C T p.G672D 140 28 0.200 0.363 3 2 1 96 dipeptidyl'peptidaseE4 ENST00000360534.3
Case#1'Relapse'WholeTumor XIRP2 2 168114647 Missense_Mutation G A p.E564K 36 5 0.139 0.252 3 2 1 33 xinEactin'bindingErepeatEcontainingE2 ENST00000409728.1
Case#1'Relapse'WholeTumor LRP2 2 170129549 Missense_Mutation CC TT p.G668E 123 50 0.407 0.738 3 2 1 84 lowEdensityElipoproteinEreceptor'relatedEproteinE2 ENST00000263816.3
Case#1'Relapse'WholeTumor MYO3B 2 171055731 Missense_Mutation G A p.G6R 79 18 0.228 0.414 3 2 1 66 myosinEIIIB ENST00000408978.4
Case#1'Relapse'WholeTumor MYO3B 2 171070986 Missense_Mutation C T p.A140V 120 16 0.133 0.242 3 2 1 76 myosinEIIIB ENST00000408978.4
Case#1'Relapse'WholeTumor MYO3B 2 171323038 Missense_Mutation C T p.S944F 90 40 0.444 0.807 3 2 1 58 myosinEIIIB ENST00000408978.4
Case#1'Relapse'WholeTumor HOXD3 2 177034063 Frame_Shift_Del C ' p.A74fs 93 13 0.140 0.254 3 2 1 60 homeoboxED3 ENST00000468418.3
Case#1'Relapse'WholeTumor TTN 2 179418008 Nonsense_Mutation C T p.W28232* 204 79 0.387 0.703 3 2 1 140 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179418782 Missense_Mutation C T p.E28045K 68 20 0.294 0.534 3 2 1 58 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179425447 Missense_Mutation G A p.S26830F 173 67 0.387 0.703 3 2 1 99 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179439437 Missense_Mutation C T p.G22167R 101 37 0.366 0.665 3 2 1 65 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179444336 Missense_Mutation C T p.G20889R 51 15 0.294 0.534 3 2 1 35 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179452426 Missense_Mutation G A p.P19563S 138 48 0.348 0.631 3 2 1 74 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179457945 Missense_Mutation C T p.D18023N 133 38 0.286 0.519 3 2 1 76 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179497466 Missense_Mutation C T p.D12782N 50 19 0.380 0.690 3 2 1 39 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179536794 Missense_Mutation C T p.E11337K 108 37 0.343 0.622 3 2 1 50 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179595352 Missense_Mutation G A p.H5653Y 59 6 0.102 0.185 3 2 1 45 titin ENST00000591111.1
Case#1'Relapse'WholeTumor TTN 2 179606079 Missense_Mutation C T p.V3644M 108 25 0.231 0.420 3 2 1 60 titin ENST00000591111.1
Case#1'Relapse'WholeTumor CWC22 2 180837922 Missense_Mutation C T p.V268M 97 7 0.072 0.131 3 2 1 67 CWC22Espliceosome'associatedEprotein ENST00000410053.3
Case#1'Relapse'WholeTumor CWC22 2 180851449 Missense_Mutation C G p.R60P 113 26 0.230 0.418 3 2 1 59 CWC22Espliceosome'associatedEprotein ENST00000410053.3
Case#1'Relapse'WholeTumor COL3A1 2 189859537 Missense_Mutation C T p.P479S 92 15 0.163 0.296 3 2 1 67 collagen,EtypeEIII,EalphaE1 ENST00000304636.3
Case#1'Relapse'WholeTumor COL3A1 2 189862099 Missense_Mutation G A p.G618E 141 43 0.305 0.553 3 2 1 105 collagen,EtypeEIII,EalphaE1 ENST00000304636.3
Case#1'Relapse'WholeTumor COL5A2 2 189929752 Missense_Mutation G A p.S532F 213 75 0.352 0.639 3 2 1 124 collagen,EtypeEV,EalphaE2 ENST00000374866.3
Case#1'Relapse'WholeTumor STAT4 2 191923476 Missense_Mutation C T p.E352K 149 62 0.416 0.755 3 2 1 72 signalEtransducerEandEactivatorEofEtranscriptionE4 ENST00000392320.2
Case#1'Relapse'WholeTumor DNAH7 2 196681377 Missense_Mutation C T p.E3246K 57 19 0.333 0.605 3 2 1 46 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Relapse'WholeTumor DNAH7 2 196681451 Missense_Mutation G A p.A3221V 113 22 0.195 0.353 3 2 1 68 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Relapse'WholeTumor DNAH7 2 196681481 Missense_Mutation G A p.S3211F 140 46 0.329 0.596 3 2 1 66 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Relapse'WholeTumor DNAH7 2 196788411 Missense_Mutation G A p.H1245Y 61 10 0.164 0.298 3 2 1 38 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Relapse'WholeTumor DNAH7 2 196799425 Missense_Mutation C T p.E1121K 172 43 0.250 0.454 3 2 1 103 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Relapse'WholeTumor HECW2 2 197184134 Missense_Mutation C T p.A494T 38 9 0.237 0.430 3 2 1 25 HECT,EC2EandEWWEdomainEcontainingEE3EubiquitinEproteinEligaseE2 ENST00000260983.3
Case#1'Relapse'WholeTumor PLCL1 2 198948758 Missense_Mutation G A p.E173K 106 15 0.142 0.257 3 2 1 68 phospholipaseEC'likeE1 ENST00000428675.1
Case#1'Relapse'WholeTumor AOX1 2 201470309 Missense_Mutation G A p.D289N 181 63 0.348 0.632 3 2 1 119 aldehydeEoxidaseE1 ENST00000374700.2
Case#1'Relapse'WholeTumor ADAM23 2 207474705 Missense_Mutation G A p.G811S 71 25 0.352 0.639 3 2 1 46 ADAMEmetallopeptidaseEdomainE23 ENST00000264377.3
Case#1'Relapse'WholeTumor DYTN 2 207527804 Missense_Mutation C T p.G486R 103 38 0.369 0.670 3 2 1 52 dystrotelin ENST00000452335.2
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Case#1'Relapse'WholeTumor CRYGD 2 208989066 Missense_Mutation C T p.E8K 291 97 0.333 0.605 3 2 1 209 crystallin,EgammaED ENST00000264376.4

Case#1'Relapse'WholeTumor PTH2R 2 209324660 Missense_Mutation CA AG p.Q319R 119 37 0.311 0.564 3 2 1 71 parathyroidEhormoneE2Ereceptor ENST00000272847.2

Case#1'Relapse'WholeTumor ERBB4 2 212570116 Splice_Site C T p.G375G 261 33 0.126 0.229 3 2 1 159 v'erb'b2EavianEerythroblasticEleukemiaEviralEoncogeneEhomologE4 ENST00000342788.4

Case#1'Relapse'WholeTumor ACSL3 2 223795362 Missense_Mutation C T p.P522S 161 54 0.335 0.609 3 2 1 111 acyl'CoAEsynthetaseElong'chainEfamilyEmemberE3 ENST00000357430.3

Case#1'Relapse'WholeTumor DOCK10 2 225761034 Missense_Mutation C T p.G132R 104 32 0.308 0.558 3 2 1 63 dedicatorEofEcytokinesisE10 ENST00000258390.7

Case#1'Relapse'WholeTumor NYAP2 2 226446872 Missense_Mutation G A p.E247K 103 32 0.311 0.564 3 2 1 67

neuronalEtyrosine'phosphorylatedEphosphoinositide'3'kinaseE

adaptorE2 ENST00000272907.6

Case#1'Relapse'WholeTumor COL4A4 2 227896939 Missense_Mutation C T p.E1211K 60 11 0.183 0.333 3 2 1 43 collagen,EtypeEIV,EalphaE4 ENST00000396625.3

Case#1'Relapse'WholeTumor COL4A3 2 228104892 Missense_Mutation C T p.P60S 90 24 0.267 0.484 3 2 1 58 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3

Case#1'Relapse'WholeTumor COL4A3 2 228154778 Missense_Mutation G A p.G1015E 100 38 0.380 0.690 3 2 1 72 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3

Case#1'Relapse'WholeTumor PID1 2 229890516 Missense_Mutation C T p.M195I 142 43 0.303 0.550 3 2 1 88 phosphotyrosineEinteractionEdomainEcontainingE1 ENST00000354069.6

Case#1'Relapse'WholeTumor SP140L 2 231223823 Missense_Mutation C T p.H139Y 135 43 0.319 0.578 3 2 1 60 SP140EnuclearEbodyEprotein'like ENST00000415673.2

Case#1'Relapse'WholeTumor SP100 2 231375877 Missense_Mutation C T p.P697L 203 35 0.172 0.313 3 2 1 130 SP100EnuclearEantigen ENST00000264052.5

Case#1'Relapse'WholeTumor GPR55 2 231775346 Missense_Mutation G A p.T111I 121 47 0.388 0.705 3 2 1 76 GEprotein'coupledEreceptorE55 ENST00000392040.1

Case#1'Relapse'WholeTumor INPP5D 2 234077959 Missense_Mutation G A p.G510R 133 21 0.158 0.287 3 2 1 66 inositolEpolyphosphate'5'phosphatase,E145kDa ENST00000359570.5

Case#1'Relapse'WholeTumor MROH2A 2 234720599 Missense_Mutation A C p.H882P 81 34 0.420 0.762 3 2 1 70 maestroEheat'likeErepeatEfamilyEmemberE2A ENST00000389758.3

Case#1'Relapse'WholeTumor ACKR3 2 237489127 Missense_Mutation G A p.D7N 118 21 0.178 0.323 3 2 1 83 atypicalEchemokineEreceptorE3 ENST00000272928.3

Case#1'Relapse'WholeTumor COL6A3 2 238283600 Missense_Mutation G A p.P1045L 88 34 0.386 0.701 3 2 1 52 collagen,EtypeEVI,EalphaE3 ENST00000295550.4

Case#1'Relapse'WholeTumor ESPNL 2 239033910 Splice_Site G A 174 30 0.172 0.313 3 2 1 103 espin'like ENST00000343063.3

Case#1'Relapse'WholeTumor PER2 2 239155102 Missense_Mutation G A p.P1228S 122 15 0.123 0.223 3 2 1 74 periodEcircadianEclockE2 ENST00000254657.3

Case#1'Relapse'WholeTumor AQP12A 2 241631640 Missense_Mutation G A p.M91I 203 42 0.207 0.375 3 2 1 106 aquaporinE12A ENST00000337801.4

Case#1'Relapse'WholeTumor SNED1 2 242003009 Missense_Mutation G A p.D793N 104 16 0.154 0.279 3 2 1 70 sushi,EnidogenEandEEGF'likeEdomainsE1 ENST00000310397.8

Case#1'Relapse'WholeTumor PASK 2 242046876 Missense_Mutation G A p.P1236S 137 25 0.182 0.331 3 2 1 94 PASEdomainEcontainingEserine/threonineEkinase ENST00000405260.1

Case#1'Relapse'WholeTumor NSFL1C 20 1424492 Missense_Mutation G A p.L339F 72 14 0.194 0.432 2 1 1 64 NSFL1E(p97)EcofactorE(p47) ENST00000216879.4

Case#1'Relapse'WholeTumor CHGB 20 5903289 Missense_Mutation G A p.E167K 44 11 0.250 0.556 2 1 1 27 chromograninEBE(secretograninE1) ENST00000378961.4

Case#1'Relapse'WholeTumor PAK7 20 9538323 Missense_Mutation G A p.L559F 113 20 0.177 0.393 2 1 1 107 p21EproteinE(Cdc42/Rac)'activatedEkinaseE7 ENST00000378429.3

Case#1'Relapse'WholeTumor SNAP25 20 10256146 Missense_Mutation G A p.E3K 103 20 0.194 0.431 2 1 1 85 synaptosomal'associatedEprotein,E25kDa ENST00000254976.2

Case#1'Relapse'WholeTumor PET117 20 18122915 Missense_Mutation C T p.L54F 138 26 0.188 0.419 2 1 1 106 PET117EhomologE(S.Ecerevisiae) ENST00000432901.3

Case#1'Relapse'WholeTumor RIN2 20 19937290 Missense_Mutation G A p.E113K 85 18 0.212 0.471 2 1 1 80 RasEandERabEinteractorE2 ENST00000255006.6

Case#1'Relapse'WholeTumor CRNKL1 20 20033087 Missense_Mutation G A p.S128F 101 19 0.188 0.418 2 1 1 107 crookedEneckEpre'mRNAEsplicingEfactorE1 ENST00000377340.2

Case#1'Relapse'WholeTumor C20orf26 20 20269392 Missense_Mutation C T p.S979F 85 19 0.224 0.497 2 1 1 71 ENST00000245957.5

Case#1'Relapse'WholeTumor GZF1 20 23346051 Missense_Mutation C T p.T344I 133 34 0.256 0.568 2 1 1 100 GDNF'inducibleEzincEfingerEproteinE1 ENST00000338121.5

Case#1'Relapse'WholeTumor SYNDIG1 20 24523736 Start_Codon_SNP G A p.M1I 115 15 0.130 0.290 2 1 1 89 synapseEdifferentiationEinducingE1 ENST00000376862.3

Case#1'Relapse'WholeTumor CCM2L 20 30610584 Nonsense_Mutation G A p.W352* 78 13 0.167 0.370 2 1 1 57 cerebralEcavernousEmalformationE2'like ENST00000300415.8

Case#1'Relapse'WholeTumor BPIFB3 20 31656778 Splice_Site C T p.S383F 51 8 0.157 0.349 2 1 1 63 BPIEfoldEcontainingEfamilyEB,EmemberE3 ENST00000375494.3

Case#1'Relapse'WholeTumor BPIFB4 20 31678582 Missense_Mutation G A p.E374K 93 34 0.366 0.812 2 1 1 45 BPIEfoldEcontainingEfamilyEB,EmemberE4 ENST00000375483.3

Case#1'Relapse'WholeTumor KIAA1755 20 36869848 Missense_Mutation G A p.P229S 103 34 0.330 0.734 2 1 1 74 KIAA1755 ENST00000279024.4

Case#1'Relapse'WholeTumor FAM83D 20 37576624 Missense_Mutation G A p.V283M 202 34 0.168 0.374 2 1 1 153 familyEwithEsequenceEsimilarityE83,EmemberED ENST00000217429.4

Case#1'Relapse'WholeTumor PTPRT 20 40730906 Missense_Mutation G A p.P1191L 55 10 0.182 0.404 2 1 1 68 proteinEtyrosineEphosphatase,EreceptorEtype,ET ENST00000373187.1

Case#1'Relapse'WholeTumor JPH2 20 42789002 Missense_Mutation C T p.G142E 165 47 0.285 0.633 2 1 1 145 junctophilinE2 ENST00000372980.3

Case#1'Relapse'WholeTumor SLPI 20 43883138 Missense_Mutation C T p.G16E 107 24 0.224 0.498 2 1 1 66 secretoryEleukocyteEpeptidaseEinhibitor ENST00000338380.2

Case#1'Relapse'WholeTumor SPINT3 20 44144191 Missense_Mutation G C p.R20G 44 12 0.273 0.606 2 1 1 37 serineEpeptidaseEinhibitor,EKunitzEtype,E3 ENST00000217428.6

Case#1'Relapse'WholeTumor PCIF1 20 44574481 Missense_Mutation G A p.G434R 128 23 0.180 0.399 2 1 1 84 PDX1EC'terminalEinhibitingEfactorE1 ENST00000372409.3

Case#1'Relapse'WholeTumor SLC12A5 20 44680479 Missense_Mutation G A p.E806K 60 15 0.250 0.556 2 1 1 35

soluteEcarrierEfamilyE12E(potassium/chlorideEtransporter),EmemberE

5 ENST00000454036.2

Case#1'Relapse'WholeTumor OCSTAMP 20 45174900 Missense_Mutation G A p.S38F 68 18 0.265 0.588 2 1 1 33 osteoclastEstimulatoryEtransmembraneEprotein ENST00000279028.2

Case#1'Relapse'WholeTumor KCNB1 20 47990997 Missense_Mutation G A p.S367F 84 21 0.250 0.556 2 1 1 34

potassiumEvoltage'gatedEchannel,EShab'relatedEsubfamily,E

memberE1 ENST00000371741.4

Case#1'Relapse'WholeTumor SLC9A8 20 48497530 Missense_Mutation C T p.H410Y 129 32 0.248 0.551 2 1 1 91

soluteEcarrierEfamilyE9,EsubfamilyEAE(NHE8,EcationEprotonE

antiporterE8),EmemberE8 ENST00000361573.2

Case#1'Relapse'WholeTumor KCNG1 20 49626157 Missense_Mutation G A p.T240I 41 8 0.195 0.434 2 1 1 51 potassiumEvoltage'gatedEchannel,EsubfamilyEG,EmemberE1 ENST00000371571.4

Case#1'Relapse'WholeTumor TSHZ2 20 51870790 Missense_Mutation G A p.D265N 159 36 0.226 0.503 2 1 1 102 teashirtEzincEfingerEhomeoboxE2 ENST00000371497.5

Case#1'Relapse'WholeTumor SYCP2 20 58439413 Missense_Mutation C T p.E1516K 92 22 0.239 0.531 2 1 1 46 synaptonemalEcomplexEproteinE2 ENST00000357552.3

Case#1'Relapse'WholeTumor SLC17A9 20 61588121 Missense_Mutation G A p.E22K 72 25 0.347 0.772 2 1 1 63

soluteEcarrierEfamilyE17E(vesicularEnucleotideEtransporter),E

memberE9 ENST00000370351.4

Case#1'Relapse'WholeTumor COL20A1 20 61945242 Splice_Site C T p.S786F 93 16 0.172 0.382 2 1 1 111 collagen,EtypeEXX,EalphaE1 ENST00000358894.6

Case#1'Relapse'WholeTumor ZBTB46 20 62421662 Missense_Mutation G A p.S150F 51 12 0.235 0.523 2 1 1 43 zincEfingerEandEBTBEdomainEcontainingE46 ENST00000245663.4

Case#1'Relapse'WholeTumor APP 21 27326927 Missense_Mutation G A p.A555V 104 27 0.260 0.577 2 1 1 47 amyloidEbetaE(A4)EprecursorEprotein ENST00000346798.3

Case#1'Relapse'WholeTumor CYYR1 21 27840924 Missense_Mutation C T p.E121K 116 14 0.121 0.268 2 1 1 88 cysteine/tyrosine'richE1 ENST00000299340.4

Case#1'Relapse'WholeTumor CYYR1 21 27840930 Missense_Mutation C T p.D119N 115 25 0.217 0.483 2 1 1 89 cysteine/tyrosine'richE1 ENST00000299340.4

Case#1'Relapse'WholeTumor GRIK1 21 30949360 Missense_Mutation G A p.S685L 165 44 0.267 0.593 2 1 1 82 glutamateEreceptor,Eionotropic,EkainateE1 ENST00000399907.1

Case#1'Relapse'WholeTumor KRTAP24'1 21 31655093 Missense_Mutation C T p.G53E 116 24 0.207 0.460 2 1 1 82 keratinEassociatedEproteinE24'1 ENST00000340345.4

Case#1'Relapse'WholeTumor C21orf54 21 34542053 Missense_Mutation G A p.R39C 69 12 0.174 0.386 2 1 1 67 chromosomeE21EopenEreadingEframeE54 ENST00000451980.2

Case#1'Relapse'WholeTumor SLC5A3 21 35468687 Missense_Mutation T A p.L397H 105 12 0.114 0.254 2 1 1 91

soluteEcarrierEfamilyE5E(sodium/myo'inositolEcotransporter),E

memberE3 ENST00000381151.3

Case#1'Relapse'WholeTumor KCNJ6 21 39087413 Missense_Mutation G A p.S16F 50 14 0.280 0.622 2 1 1 44 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE6 ENST00000609713.1

Case#1'Relapse'WholeTumor ERG 21 39775479 Missense_Mutation G A p.P188S 268 61 0.228 0.506 2 1 1 160 v'etsEavianEerythroblastosisEvirusEE26EoncogeneEhomolog ENST00000417133.2

Case#1'Relapse'WholeTumor B3GALT5 21 41033280 Missense_Mutation C T p.T265I 120 40 0.333 0.741 2 1 1 76 UDP'Gal:betaGlcNAcEbetaE1,3'galactosyltransferase,EpolypeptideE5 ENST00000380620.4

Case#1'Relapse'WholeTumor DSCAM 21 41496159 Missense_Mutation C T p.R1220Q 166 32 0.193 0.428 2 1 1 144 DownEsyndromeEcellEadhesionEmolecule ENST00000400454.1

Case#1'Relapse'WholeTumor UBASH3A 21 43852263 Missense_Mutation G A p.D408N 124 29 0.234 0.520 2 1 1 100 ubiquitinEassociatedEandESH3EdomainEcontainingEA ENST00000319294.6

Case#1'Relapse'WholeTumor ITGB2 21 46320380 Missense_Mutation C T p.G251D 256 60 0.234 0.521 2 1 1 218

integrin,EbetaE2E(complementEcomponentE3EreceptorE3EandE4E

subunit) ENST00000397850.2

Case#1'Relapse'WholeTumor ADARB1 21 46624496 Missense_Mutation C T p.S571F 130 23 0.177 0.393 2 1 1 118 adenosineEdeaminase,ERNA'specific,EB1 ENST00000360697.3

Case#1'Relapse'WholeTumor PRMT2 21 48064312 Missense_Mutation C T p.P80L 192 45 0.234 0.521 2 1 1 129 proteinEarginineEmethyltransferaseE2 ENST00000397637.1

Case#1'Relapse'WholeTumor PRMT2 21 48078714 Missense_Mutation G A p.G238R 171 44 0.257 0.572 2 1 1 128 proteinEarginineEmethyltransferaseE2 ENST00000397637.1

Case#1'Relapse'WholeTumor PRMT2 21 48078777 Missense_Mutation C T p.R259C 129 26 0.202 0.448 2 1 1 120 proteinEarginineEmethyltransferaseE2 ENST00000397637.1

Case#1'Relapse'WholeTumor HIRA 22 19348765 Missense_Mutation GG AA p.L694F 110 27 0.245 0.545 2 1 1 85 histoneEcellEcycleEregulator ENST00000263208.5

Case#1'Relapse'WholeTumor MED15 22 20920814 Frame_Shift_Del CAG ' p.Q262fs 61 6 0.098 0.219 2 1 1 42 mediatorEcomplexEsubunitE15 ENST00000263205.7

Case#1'Relapse'WholeTumor PI4KA 22 21065055 Missense_Mutation CC TT p.G1947E 491 57 0.116 0.258 2 1 1 395 phosphatidylinositolE4'kinase,Ecatalytic,Ealpha ENST00000572273.1

Case#1'Relapse'WholeTumor SUSD2 22 24579160 Missense_Mutation C T p.S71F 618 98 0.159 0.352 2 1 1 476 sushiEdomainEcontainingE2 ENST00000358321.3

Case#1'Relapse'WholeTumor HORMAD2 22 30489987 Missense_Mutation T C p.S16P 60 14 0.233 0.519 2 1 1 57 HORMAEdomainEcontainingE2 ENST00000336726.6

Case#1'Relapse'WholeTumor GATSL3 22 30682360 Missense_Mutation G A p.P212L 88 35 0.398 0.884 2 1 1 53 GATSEprotein'likeE3 ENST00000407689.3

Case#1'Relapse'WholeTumor GAL3ST1 22 30951568 Missense_Mutation C T p.R215Q 143 39 0.273 0.606 2 1 1 114 galactose'3'O'sulfotransferaseE1 ENST00000402321.1

Case#1'Relapse'WholeTumor PLA2G3 22 31534317 Missense_Mutation G A p.P243S 99 18 0.182 0.404 2 1 1 66 phospholipaseEA2,EgroupEIII ENST00000215885.3
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Case#1'Relapse'WholeTumor CSF2RB 22 37326785 Missense_Mutation C T p.P309S 32 10 0.313 0.694 2 1 1 34
colonyEstimulatingEfactorE2Ereceptor,Ebeta,Elow'affinityE

(granulocyte'macrophage) ENST00000403662.3
Case#1'Relapse'WholeTumor TST 22 37407121 Missense_Mutation G A p.R281C 50 18 0.360 0.800 2 1 1 50 thiosulfateEsulfurtransferaseE(rhodanese) ENST00000403892.3
Case#1'Relapse'WholeTumor POLR2F 22 38355466 Nonsense_Mutation CC AT p.R69* 87 15 0.172 0.278 4 3 1 44 polymeraseE(RNA)EIIE(DNAEdirected)EpolypeptideEF ENST00000442738.2
Case#1'Relapse'WholeTumor CACNA1I 22 40045670 Missense_Mutation G A p.G578S 59 30 0.508 0.819 4 3 1 47 calciumEchannel,Evoltage'dependent,ETEtype,EalphaE1IEsubunit ENST00000402142.3
Case#1'Relapse'WholeTumor C22orf46 22 42089609 Missense_Mutation G T p.S120I 140 62 0.443 0.713 4 3 1 62 chromosomeE22EopenEreadingEframeE46 ENST00000402966.1
Case#1'Relapse'WholeTumor PHF21B 22 45309910 Missense_Mutation G A p.P208L 59 19 0.322 0.519 4 3 1 20 PHDEfingerEproteinE21B ENST00000313237.5
Case#1'Relapse'WholeTumor MOV10L1 22 50596514 Missense_Mutation C T p.P1032L 156 74 0.474 0.764 4 3 1 90 Mov10ERISCEcomplexERNAEhelicaseElikeE1 ENST00000262794.5
Case#1'Relapse'WholeTumor NCAPH2 22 50960422 Missense_Mutation CC TT p.H373Y 59 26 0.441 0.710 4 3 1 42 non'SMCEcondensinEIIEcomplex,EsubunitEH2 ENST00000420993.2
Case#1'Relapse'WholeTumor CNTN4 3 3076318 Missense_Mutation C T p.P596S 75 15 0.200 0.444 2 1 1 46 contactinE4 ENST00000397461.1
Case#1'Relapse'WholeTumor GRM7 3 7456838 Missense_Mutation C T p.R388C 108 17 0.157 0.350 2 1 1 93 glutamateEreceptor,EmetabotropicE7 ENST00000357716.4
Case#1'Relapse'WholeTumor LHFPL4 3 9547825 Missense_Mutation C T p.D157N 94 18 0.191 0.426 2 1 1 85 lipomaEHMGICEfusionEpartner'likeE4 ENST00000287585.6
Case#1'Relapse'WholeTumor FGD5 3 14905742 Missense_Mutation C T p.S878L 130 31 0.238 0.530 2 1 1 95 FYVE,ERhoGEFEandEPHEdomainEcontainingE5 ENST00000285046.5
Case#1'Relapse'WholeTumor ZNF860 3 32031551 Missense_Mutation C T p.S327L 172 28 0.163 0.362 2 1 1 157 zincEfingerEproteinE860 ENST00000360311.4
Case#1'Relapse'WholeTumor DYNC1LI1 3 32571819 Splice_Site G A p.S381F 86 17 0.198 0.439 2 1 1 47 dynein,EcytoplasmicE1,ElightEintermediateEchainE1 ENST00000273130.4
Case#1'Relapse'WholeTumor TRANK1 3 36898824 Missense_Mutation CC TT p.A753T 53 12 0.226 0.503 2 1 1 35 tetratricopeptideErepeatEandEankyrinErepeatEcontainingE1 ENST00000429976.2
Case#1'Relapse'WholeTumor ITGA9 3 37544694 Missense_Mutation G A p.G213E 70 14 0.200 0.444 2 1 1 57 integrin,EalphaE9 ENST00000264741.5
Case#1'Relapse'WholeTumor SCN5A 3 38592348 Missense_Mutation C T p.D1839N 195 47 0.241 0.536 2 1 1 154 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4
Case#1'Relapse'WholeTumor SCN5A 3 38622491 Missense_Mutation C A p.E1053D 124 36 0.290 0.645 2 1 1 104 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4
Case#1'Relapse'WholeTumor SCN5A 3 38622715 Missense_Mutation C T p.D979N 44 8 0.182 0.404 2 1 1 31 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4
Case#1'Relapse'WholeTumor SCN5A 3 38639391 Nonsense_Mutation C T p.W697* 125 32 0.256 0.569 2 1 1 84 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4
Case#1'Relapse'WholeTumor SCN10A 3 38791570 Missense_Mutation G A p.L621F 132 35 0.265 0.589 2 1 1 95 sodiumEchannel,Evoltage'gated,EtypeEX,EalphaEsubunit ENST00000449082.2
Case#1'Relapse'WholeTumor SCN11A 3 38889195 Missense_Mutation G A p.P1456S 29 5 0.172 0.383 2 1 1 45 sodiumEchannel,Evoltage'gated,EtypeEXI,EalphaEsubunit ENST00000302328.3
Case#1'Relapse'WholeTumor CSRNP1 3 39185792 Missense_Mutation G C p.R206G 139 27 0.194 0.432 2 1 1 122 cysteine'serine'richEnuclearEproteinE1 ENST00000273153.5
Case#1'Relapse'WholeTumor ZNF502 3 44763357 Missense_Mutation C T p.P350S 92 24 0.261 0.580 2 1 1 71 zincEfingerEproteinE502 ENST00000296091.4
Case#1'Relapse'WholeTumor LIMD1 3 45637570 Missense_Mutation C T p.S400F 91 20 0.220 0.488 2 1 1 65 LIMEdomainsEcontainingE1 ENST00000273317.4
Case#1'Relapse'WholeTumor ELP6 3 47537648 Missense_Mutation G A p.H238Y 126 28 0.222 0.494 2 1 1 84 elongatorEacetyltransferaseEcomplexEsubunitE6 ENST00000296149.4
Case#1'Relapse'WholeTumor COL7A1 3 48629387 Missense_Mutation G A p.S434F 68 19 0.279 0.621 2 1 1 69 collagen,EtypeEVII,EalphaE1 ENST00000328333.8
Case#1'Relapse'WholeTumor MAPKAPK3 3 50683142 Splice_Site C T p.A210A 63 17 0.270 0.600 2 1 1 76 mitogen'activatedEproteinEkinase'activatedEproteinEkinaseE3 ENST00000446044.1
Case#1'Relapse'WholeTumor STAB1 3 52555427 Missense_Mutation G A p.D1987N 98 25 0.255 0.567 2 1 1 99 stabilinE1 ENST00000321725.6
Case#1'Relapse'WholeTumor CACNA2D3 3 55038797 Missense_Mutation C T p.L900F 149 28 0.188 0.418 2 1 1 142 calciumEchannel,Evoltage'dependent,EalphaE2/deltaEsubunitE3 ENST00000474759.1
Case#1'Relapse'WholeTumor ERC2 3 56041244 Missense_Mutation C T p.E676K 74 13 0.176 0.390 2 1 1 55 ELKS/RAB6'interacting/CASTEfamilyEmemberE2 ENST00000288221.6
Case#1'Relapse'WholeTumor FAM3D 3 58625883 Missense_Mutation C T p.G115E 108 26 0.241 0.535 2 1 1 72 familyEwithEsequenceEsimilarityE3,EmemberED ENST00000358781.2

Case#1'Relapse'WholeTumor MAGI1 3 65464291 Missense_Mutation G A p.P245S 237 46 0.194 0.431 2 1 1 181
membraneEassociatedEguanylateEkinase,EWWEandEPDZEdomainE

containingE1 ENST00000497477.2

Case#1'Relapse'WholeTumor SLC25A26 3 66287010 Missense_Mutation C T p.P26S 161 42 0.261 0.580 2 1 1 101
soluteEcarrierEfamilyE25E(S'adenosylmethionineEcarrier),EmemberE

26 ENST00000354883.6

Case#1'Relapse'WholeTumor EOGT 3 69058856 Missense_Mutation G A p.P48S 132 40 0.303 0.673 2 1 1 112
EGFEdomain'specificEO'linkedEN'acetylglucosamineE(GlcNAc)E

transferase ENST00000383701.3
Case#1'Relapse'WholeTumor ROBO2 3 77651579 Nonsense_Mutation C T p.Q1025* 87 16 0.184 0.409 2 2 0 77 roundabout,EaxonEguidanceEreceptor,EhomologE2E(Drosophila) ENST00000461745.1
Case#1'Relapse'WholeTumor ROBO2 3 77666845 Missense_Mutation G A p.E1159K 132 30 0.227 0.505 2 2 0 82 roundabout,EaxonEguidanceEreceptor,EhomologE2E(Drosophila) ENST00000461745.1
Case#1'Relapse'WholeTumor OR5K4 3 98073152 Missense_Mutation G A p.G152E 169 41 0.243 0.539 2 1 1 100 olfactoryEreceptor,EfamilyE5,EsubfamilyEK,EmemberE4 ENST00000354924.2
Case#1'Relapse'WholeTumor ZPLD1 3 102171955 Missense_Mutation C T p.T100I 106 27 0.255 0.566 2 1 1 57 zonaEpellucida'likeEdomainEcontainingE1 ENST00000491959.1
Case#1'Relapse'WholeTumor MORC1 3 108773587 Missense_Mutation C T p.D440N 105 18 0.171 0.381 2 1 1 92 MORCEfamilyECW'typeEzincEfingerE1 ENST00000483760.1
Case#1'Relapse'WholeTumor MORC1 3 108813815 Missense_Mutation G A p.S175F 73 8 0.110 0.244 2 1 1 80 MORCEfamilyECW'typeEzincEfingerE1 ENST00000483760.1
Case#1'Relapse'WholeTumor PHLDB2 3 111639198 Missense_Mutation G A p.E645K 156 39 0.250 0.556 2 1 1 122 pleckstrinEhomology'likeEdomain,EfamilyEB,EmemberE2 ENST00000431670.2
Case#1'Relapse'WholeTumor PHLDB2 3 111651167 Missense_Mutation C T p.L685F 88 17 0.193 0.429 2 1 1 61 pleckstrinEhomology'likeEdomain,EfamilyEB,EmemberE2 ENST00000431670.2
Case#1'Relapse'WholeTumor WDR52 3 113046507 Nonsense_Mutation G A p.Q1426* 72 9 0.125 0.278 2 1 1 72 ENST00000393845.2
Case#1'Relapse'WholeTumor WDR52 3 113063425 Missense_Mutation G A p.P1067L 96 18 0.188 0.417 2 1 1 65 ENST00000393845.2
Case#1'Relapse'WholeTumor PLA1A 3 119348287 Missense_Mutation C T p.S448F 120 31 0.258 0.574 2 1 1 83 phospholipaseEA1EmemberEA ENST00000273371.4
Case#1'Relapse'WholeTumor STXBP5L 3 121097634 Missense_Mutation G A p.D774N 91 16 0.176 0.391 2 1 1 91 syntaxinEbindingEproteinE5'like ENST00000273666.6
Case#1'Relapse'WholeTumor PARP14 3 122437233 Missense_Mutation C T p.P1412L 91 29 0.319 0.708 2 1 1 75 polyE(ADP'ribose)EpolymeraseEfamily,EmemberE14 ENST00000474629.2
Case#1'Relapse'WholeTumor KALRN 3 124181467 Missense_Mutation G A p.D1338N 116 29 0.250 0.556 2 1 1 97 kalirin,ERhoGEFEkinase ENST00000240874.3
Case#1'Relapse'WholeTumor GATA2 3 128205091 Missense_Mutation G A p.T117I 21 6 0.286 0.635 2 1 1 22 GATAEbindingEproteinE2 ENST00000341105.2
Case#1'Relapse'WholeTumor IFT122 3 129195534 Missense_Mutation C T p.S346F 72 11 0.153 0.340 2 1 1 56 intraflagellarEtransportE122 ENST00000348417.2
Case#1'Relapse'WholeTumor COL6A5 3 130095636 Missense_Mutation T G p.D208E 93 13 0.140 0.311 2 1 1 56 collagen,EtypeEVI,EalphaE5 ENST00000432398.2
Case#1'Relapse'WholeTumor COL6A5 3 130107908 Missense_Mutation C T p.H783Y 46 11 0.239 0.531 2 1 1 33 collagen,EtypeEVI,EalphaE5 ENST00000432398.2
Case#1'Relapse'WholeTumor PIK3R4 3 130424612 Missense_Mutation G A p.P909S 117 22 0.188 0.418 2 1 1 109 phosphoinositide'3'kinase,EregulatoryEsubunitE4 ENST00000356763.3
Case#1'Relapse'WholeTumor ESYT3 3 138195671 Missense_Mutation C G p.T879S 55 15 0.273 0.606 2 1 1 41 extendedEsynaptotagmin'likeEproteinE3 ENST00000389567.4
Case#1'Relapse'WholeTumor CLSTN2 3 140123566 Missense_Mutation G A p.E199K 128 27 0.211 0.469 2 1 1 103 calsynteninE2 ENST00000458420.3

Case#1'Relapse'WholeTumor SLC25A36 3 140682046 Missense_Mutation A T p.H121L 119 23 0.193 0.430 2 1 1 78
soluteEcarrierEfamilyE25E(pyrimidineEnucleotideEcarrierE),EmemberE

36 ENST00000324194.6
Case#1'Relapse'WholeTumor SIAH2 3 150480395 Missense_Mutation G A p.P81L 50 13 0.260 0.578 2 1 1 28 siahEE3EubiquitinEproteinEligaseE2 ENST00000312960.3
Case#1'Relapse'WholeTumor SERPINI2 3 167182997 Missense_Mutation G A p.P288L 80 28 0.350 0.778 2 1 1 55 serpinEpeptidaseEinhibitor,EcladeEIE(pancpin),EmemberE2 ENST00000476257.1
Case#1'Relapse'WholeTumor MECOM 3 168833574 Missense_Mutation G A p.P508S 54 12 0.222 0.494 2 1 1 39 MDS1EandEEVI1EcomplexElocus ENST00000464456.1
Case#1'Relapse'WholeTumor TNIK 3 170828529 Missense_Mutation C T p.G753E 78 14 0.179 0.399 2 1 1 69 TRAF2EandENCKEinteractingEkinase ENST00000436636.2
Case#1'Relapse'WholeTumor CCDC39 3 180359793 Missense_Mutation C T p.R621Q 190 41 0.216 0.480 2 1 1 162 coiled'coilEdomainEcontainingE39 ENST00000442201.2
Case#1'Relapse'WholeTumor CCDC39 3 180381704 Missense_Mutation G A p.S54F 100 25 0.250 0.556 2 1 1 69 coiled'coilEdomainEcontainingE39 ENST00000442201.2
Case#1'Relapse'WholeTumor EIF4G1 3 184040441 Missense_Mutation C T p.T573I 98 20 0.204 0.454 2 1 1 77 eukaryoticEtranslationEinitiationEfactorE4Egamma,E1 ENST00000346169.2
Case#1'Relapse'WholeTumor TMEM44 3 194325093 Missense_Mutation GG AA p.P414S 90 20 0.222 0.494 2 1 1 64 transmembraneEproteinE44 ENST00000392432.2
Case#1'Relapse'WholeTumor TMEM175 4 947137 Missense_Mutation CC TT p.P208F 42 9 0.214 0.476 2 1 1 28 transmembraneEproteinE175 ENST00000264771.4
Case#1'Relapse'WholeTumor SPON2 4 1164876 Missense_Mutation C T p.D183N 14 7 0.500 1.111 2 1 1 13 spondinE2,EextracellularEmatrixEprotein ENST00000290902.5
Case#1'Relapse'WholeTumor ADD1 4 2886385 Missense_Mutation C T p.H168Y 179 34 0.190 0.422 2 1 1 143 adducinE1E(alpha) ENST00000398129.1
Case#1'Relapse'WholeTumor WFS1 4 6304145 Missense_Mutation G A p.V875M 65 11 0.169 0.376 2 1 1 74 WolframEsyndromeE1E(wolframin) ENST00000226760.1
Case#1'Relapse'WholeTumor DEFB131 4 9452137 Missense_Mutation G A p.R37K 57 16 0.281 0.624 2 2 0 68 defensin,EbetaE131 ENST00000334879.1
Case#1'Relapse'WholeTumor ZNF518B 4 10447258 Missense_Mutation C T p.R232K 137 21 0.153 0.341 2 1 1 91 zincEfingerEproteinE518B ENST00000326756.3
Case#1'Relapse'WholeTumor CLNK 4 10669536 Splice_Site C T 55 13 0.236 0.525 2 1 1 26 cytokine'dependentEhematopoieticEcellElinker ENST00000226951.6
Case#1'Relapse'WholeTumor CPEB2 4 15060828 Missense_Mutation G C p.W421C 121 24 0.198 0.441 2 1 1 81 cytoplasmicEpolyadenylationEelementEbindingEproteinE2 ENST00000507071.1
Case#1'Relapse'WholeTumor CD38 4 15826543 Missense_Mutation T C p.F135L 132 30 0.227 0.505 2 1 1 96 CD38Emolecule ENST00000226279.3
Case#1'Relapse'WholeTumor SLIT2 4 20535283 Missense_Mutation C T p.R593C 163 29 0.178 0.395 2 1 1 118 slitEhomologE2E(Drosophila) ENST00000504154.1

Case#1'Relapse'WholeTumor PPARGC1A 4 23816051 Missense_Mutation G A p.S352F 73 15 0.205 0.457 2 1 1 54
peroxisomeEproliferator'activatedEreceptorEgamma,EcoactivatorE1E

alpha ENST00000264867.2
Case#1'Relapse'WholeTumor SHISA3 4 42400323 Missense_Mutation G A p.E84K 14 4 0.286 0.635 2 1 1 16 shisaEfamilyEmemberE3 ENST00000319234.4
Case#1'Relapse'WholeTumor KCTD8 4 44177183 Missense_Mutation C T p.G349E 84 14 0.167 0.370 2 1 1 73 potassiumEchannelEtetramerizationEdomainEcontainingE8 ENST00000360029.3
Case#1'Relapse'WholeTumor ATP10D 4 47525150 Missense_Mutation G A p.G203R 188 45 0.239 0.532 2 1 1 142 ATPase,EclassEV,EtypeE10D ENST00000273859.3
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Case#1'Relapse'WholeTumor CORIN 4 47765514 Missense_Mutation C T p.E167K 162 37 0.228 0.508 2 1 1 125 corin,EserineEpeptidase ENST00000273857.4
Case#1'Relapse'WholeTumor CWH43 4 48990626 Missense_Mutation C T p.P59L 110 21 0.191 0.424 2 1 1 128 cellEwallEbiogenesisE43EC'terminalEhomologE(S.Ecerevisiae) ENST00000226432.4
Case#1'Relapse'WholeTumor LPHN3 4 62813977 Missense_Mutation G A p.A862T 142 30 0.211 0.469 2 1 1 102 latrophilinE3 ENST00000514591.1
Case#1'Relapse'WholeTumor UGT2B11 4 70078385 Missense_Mutation C T p.R259Q 342 71 0.208 0.461 2 1 1 284 UDPEglucuronosyltransferaseE2Efamily,EpolypeptideEB11 ENST00000446444.1
Case#1'Relapse'WholeTumor UGT2B28 4 70146763 Missense_Mutation G A p.R182K 449 75 0.167 0.371 2 1 1 352 UDPEglucuronosyltransferaseE2Efamily,EpolypeptideEB28 ENST00000335568.5
Case#1'Relapse'WholeTumor UGT2B4 4 70359494 Missense_Mutation C T p.D263N 297 62 0.209 0.464 2 1 1 268 UDPEglucuronosyltransferaseE2Efamily,EpolypeptideEB4 ENST00000305107.6
Case#1'Relapse'WholeTumor SMR3A 4 71232637 Missense_Mutation C T p.P111S 215 49 0.228 0.506 2 1 1 172 submaxillaryEglandEandrogenEregulatedEproteinE3A ENST00000226460.4
Case#1'Relapse'WholeTumor ENAM 4 71501579 Missense_Mutation C T p.P168S 51 6 0.118 0.261 2 1 1 43 enamelin ENST00000396073.3
Case#1'Relapse'WholeTumor AFP 4 74313262 Missense_Mutation A T p.E309D 60 10 0.167 0.370 2 1 1 48 alpha'fetoprotein ENST00000395792.2
Case#1'Relapse'WholeTumor CXCL11 4 76955959 Missense_Mutation C A p.R91I 44 10 0.227 0.505 2 1 1 51 chemokineE(C'X'CEmotif)EligandE11 ENST00000503860.1
Case#1'Relapse'WholeTumor FAM47E 4 77192919 Missense_Mutation C G p.Q290E 81 20 0.247 0.549 2 1 1 52 familyEwithEsequenceEsimilarityE47,EmemberEE ENST00000424749.2
Case#1'Relapse'WholeTumor CNOT6L 4 78641776 Missense_Mutation A C p.Y493D 139 36 0.259 0.576 2 1 1 86 CCR4'NOTEtranscriptionEcomplex,EsubunitE6'like ENST00000504123.1
Case#1'Relapse'WholeTumor PRDM8 4 81121453 Splice_Site G A p.R73R 160 32 0.200 0.444 2 1 1 127 PREdomainEcontainingE8 ENST00000504452.1
Case#1'Relapse'WholeTumor PRDM8 4 81122675 Splice_Site G A p.G151R 143 37 0.259 0.575 2 1 1 122 PREdomainEcontainingE8 ENST00000504452.1
Case#1'Relapse'WholeTumor FGF5 4 81196152 Nonsense_Mutation A T p.K149* 65 20 0.308 0.684 2 1 1 63 fibroblastEgrowthEfactorE5 ENST00000312465.7
Case#1'Relapse'WholeTumor BMP3 4 81967521 Missense_Mutation G A p.E316K 65 11 0.169 0.376 2 1 1 67 boneEmorphogeneticEproteinE3 ENST00000282701.2
Case#1'Relapse'WholeTumor AGPAT9 4 84502856 Missense_Mutation C T p.S117F 156 35 0.224 0.499 2 1 1 153 1'acylglycerol'3'phosphateEO'acyltransferaseE9 ENST00000395226.2
Case#1'Relapse'WholeTumor MAPK10 4 86985528 Missense_Mutation T C p.D334G 96 26 0.271 0.602 2 1 1 88 mitogen'activatedEproteinEkinaseE10 ENST00000359221.3

Case#1'Relapse'WholeTumor PTPN13 4 87703357 Missense_Mutation C T p.S1989F 47 12 0.255 0.567 2 1 1 48
proteinEtyrosineEphosphatase,Enon'receptorEtypeE13E(APO'1/CD95E

(Fas)'associatedEphosphatase) ENST00000411767.2
Case#1'Relapse'WholeTumor SPARCL1 4 88400704 Missense_Mutation G A p.P615L 109 26 0.239 0.530 2 1 1 80 SPARC'likeE1E(hevin) ENST00000282470.6
Case#1'Relapse'WholeTumor DSPP 4 88533290 Missense_Mutation G A p.E29K 113 20 0.177 0.393 2 1 1 71 dentinEsialophosphoprotein ENST00000282478.7
Case#1'Relapse'WholeTumor STPG2 4 98893466 Missense_Mutation C T p.E300K 64 12 0.188 0.417 2 1 1 41 sperm'tailEPG'richErepeatEcontainingE2 ENST00000295268.3
Case#1'Relapse'WholeTumor ADH1A 4 100201412 Missense_Mutation C T p.E285K 261 59 0.226 0.502 2 1 1 225 alcoholEdehydrogenaseE1AE(classEI),EalphaEpolypeptide ENST00000209668.2

Case#1'Relapse'WholeTumor SLC9B2 4 103952935 Missense_Mutation A G p.W393R 107 16 0.150 0.332 2 1 1 61
soluteEcarrierEfamilyE9,EsubfamilyEBE(NHA2,EcationEprotonE

antiporterE2),EmemberE2 ENST00000394785.3
Case#1'Relapse'WholeTumor TACR3 4 104511147 Nonsense_Mutation G A p.R364* 146 36 0.247 0.548 2 1 1 116 tachykininEreceptorE3 ENST00000304883.2
Case#1'Relapse'WholeTumor INTS12 4 106616723 Missense_Mutation G A p.L87F 90 19 0.211 0.469 2 1 1 100 integratorEcomplexEsubunitE12 ENST00000451321.2
Case#1'Relapse'WholeTumor NPNT 4 106859527 Missense_Mutation A G p.Q152R 71 20 0.282 0.626 2 1 1 43 nephronectin ENST00000379987.2
Case#1'Relapse'WholeTumor LEF1 4 109010280 Splice_Site CC TT p.G183N 154 30 0.195 0.433 2 1 1 139 lymphoidEenhancer'bindingEfactorE1 ENST00000265165.1
Case#1'Relapse'WholeTumor CASP6 4 110610646 Missense_Mutation G A p.S241F 104 17 0.163 0.363 2 1 1 74 caspaseE6,Eapoptosis'relatedEcysteineEpeptidase ENST00000265164.2
Case#1'Relapse'WholeTumor PITX2 4 111539426 Missense_Mutation G A p.P270L 147 36 0.245 0.544 2 1 1 149 paired'likeEhomeodomainE2 ENST00000354925.2
Case#1'Relapse'WholeTumor NDST4 4 115760590 Missense_Mutation G A p.P744S 105 18 0.171 0.381 2 1 1 77 N'deacetylase/N'sulfotransferaseE(heparanEglucosaminyl)E4 ENST00000264363.2
Case#1'Relapse'WholeTumor KIAA1109 4 123171565 Missense_Mutation G A p.G1920D 59 10 0.169 0.377 2 1 1 46 KIAA1109 ENST00000264501.4
Case#1'Relapse'WholeTumor KIAA1109 4 123246422 Missense_Mutation C T p.R3648C 160 32 0.200 0.444 2 1 1 100 KIAA1109 ENST00000264501.4
Case#1'Relapse'WholeTumor FAT4 4 126329769 Missense_Mutation C T p.L1914F 71 12 0.169 0.376 2 1 1 68 FATEatypicalEcadherinE4 ENST00000394329.3
Case#1'Relapse'WholeTumor FAT4 4 126411736 Missense_Mutation G A p.E4587K 85 21 0.247 0.549 2 1 1 56 FATEatypicalEcadherinE4 ENST00000394329.3

Case#1'Relapse'WholeTumor SLC25A31 4 128694685 Missense_Mutation G A p.D302N 133 15 0.113 0.251 2 1 1 109
soluteEcarrierEfamilyE25E(mitochondrialEcarrier;EadenineEnucleotideE

translocator),EmemberE31 ENST00000281154.4
Case#1'Relapse'WholeTumor PCDH18 4 138452420 Missense_Mutation C T p.E275K 102 28 0.275 0.610 2 1 1 65 protocadherinE18 ENST00000344876.4
Case#1'Relapse'WholeTumor FREM3 4 144621186 Missense_Mutation G A p.H215Y 39 11 0.282 0.627 2 1 1 20 FRAS1ErelatedEextracellularEmatrixE3 ENST00000329798.5
Case#1'Relapse'WholeTumor ZNF827 4 146697095 Missense_Mutation A C p.C847G 92 18 0.196 0.435 2 1 1 76 zincEfingerEproteinE827 ENST00000508784.1
Case#1'Relapse'WholeTumor LRBA 4 151773393 Nonsense_Mutation G A p.Q1157* 65 23 0.354 0.786 2 2 0 69 LPS'responsiveEvesicleEtrafficking,EbeachEandEanchorEcontaining ENST00000357115.3
Case#1'Relapse'WholeTumor KIAA0922 4 154395012 Missense_Mutation G A p.G71S 140 60 0.429 0.952 2 2 0 92 KIAA0922 ENST00000409663.3
Case#1'Relapse'WholeTumor TLR2 4 154625114 Missense_Mutation C T p.P352L 59 28 0.475 1.055 2 2 0 53 toll'likeEreceptorE2 ENST00000260010.6
Case#1'Relapse'WholeTumor DCHS2 4 155407624 Missense_Mutation C T p.E694K 114 54 0.474 1.053 2 2 0 119 dachsousEcadherin'relatedE2 ENST00000456341.2
Case#1'Relapse'WholeTumor GLRB 4 158057765 Missense_Mutation G A p.E148K 90 35 0.389 0.864 2 2 0 94 glycineEreceptor,Ebeta ENST00000264428.4
Case#1'Relapse'WholeTumor FSTL5 4 162697192 Missense_Mutation C T p.M148I 41 11 0.268 0.596 2 2 0 34 follistatin'likeE5 ENST00000306100.5
Case#1'Relapse'WholeTumor ANXA10 4 169049310 Missense_Mutation G A p.G32R 75 24 0.320 0.711 2 2 0 76 annexinEA10 ENST00000359299.3
Case#1'Relapse'WholeTumor AGA 4 178358657 Missense_Mutation G A p.P175L 111 46 0.414 0.921 2 2 0 116 aspartylglucosaminidase ENST00000264595.2
Case#1'Relapse'WholeTumor RP11'389E17.1 4 178896990 Missense_Mutation G A p.D65N 147 68 0.463 1.593 1 1 0 160 ENST00000507870.1
Case#1'Relapse'WholeTumor TENM3 4 183713919 Missense_Mutation G A p.G2032S 56 21 0.375 1.292 1 1 0 52 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#1'Relapse'WholeTumor WWC2 4 184169952 Missense_Mutation C T p.S273F 71 22 0.310 1.067 1 1 0 72 WWEandEC2EdomainEcontainingE2 ENST00000403733.3
Case#1'Relapse'WholeTumor IRF2 4 185340707 Nonsense_Mutation G A p.Q35* 53 9 0.170 0.585 1 1 0 44 interferonEregulatoryEfactorE2 ENST00000393593.3
Case#1'Relapse'WholeTumor FAT1 4 187540106 Missense_Mutation C T p.R2545K 54 19 0.352 1.212 1 1 0 62 FATEatypicalEcadherinE1 ENST00000441802.2

Case#1'Relapse'WholeTumor PLEKHG4B 5 143609 Missense_Mutation G A p.S245N 58 11 0.190 0.421 2 1 1 60
pleckstrinEhomologyEdomainEcontaining,EfamilyEGE(withERhoGefE

domain)EmemberE4B ENST00000283426.6
Case#1'Relapse'WholeTumor CLPTM1L 5 1318560 Missense_Mutation G A p.P514L 43 15 0.349 0.775 2 1 1 31 CLPTM1'like ENST00000320895.5
Case#1'Relapse'WholeTumor ADAMTS16 5 5187860 Missense_Mutation G A p.G329E 155 33 0.213 0.473 2 1 1 118 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E16 ENST00000274181.7
Case#1'Relapse'WholeTumor DNAH5 5 13735969 Missense_Mutation G A p.S3843L 72 23 0.319 0.710 2 1 1 66 dynein,Eaxonemal,EheavyEchainE5 ENST00000265104.4
Case#1'Relapse'WholeTumor DNAH5 5 13850770 Missense_Mutation G A p.S1702F 74 13 0.176 0.390 2 1 1 49 dynein,Eaxonemal,EheavyEchainE5 ENST00000265104.4
Case#1'Relapse'WholeTumor TRIO 5 14481656 Missense_Mutation G A p.V2132M 120 32 0.267 0.593 2 1 1 98 trioERhoEguanineEnucleotideEexchangeEfactor ENST00000344204.4
Case#1'Relapse'WholeTumor CDH12 5 21783541 Missense_Mutation G A p.T440I 123 27 0.220 0.488 2 1 1 97 cadherinE12,EtypeE2E(N'cadherinE2) ENST00000382254.1
Case#1'Relapse'WholeTumor CDH10 5 24537668 Missense_Mutation C T p.R116Q 103 24 0.233 0.518 2 1 1 87 cadherinE10,EtypeE2E(T2'cadherin) ENST00000264463.4
Case#1'Relapse'WholeTumor CDH9 5 26881582 Missense_Mutation C T p.R678K 103 17 0.165 0.367 2 1 1 80 cadherinE9,EtypeE2E(T1'cadherin) ENST00000231021.4
Case#1'Relapse'WholeTumor ADAMTS12 5 33637846 Missense_Mutation T G p.K575T 147 16 0.109 0.242 2 1 1 101 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E12 ENST00000504830.1
Case#1'Relapse'WholeTumor UGT3A1 5 35965544 Missense_Mutation G A p.P263S 181 36 0.199 0.442 2 1 1 151 UDPEglycosyltransferaseE3Efamily,EpolypeptideEA1 ENST00000274278.3
Case#1'Relapse'WholeTumor EGFLAM 5 38350705 Missense_Mutation A G p.T132A 76 18 0.237 0.526 2 1 1 92 EGF'like,EfibronectinEtypeEIIIEandElamininEGEdomains ENST00000354891.3
Case#1'Relapse'WholeTumor C7 5 40981538 Missense_Mutation G A p.E799K 115 29 0.252 0.560 2 1 1 109 complementEcomponentE7 ENST00000313164.9
Case#1'Relapse'WholeTumor C6 5 41155131 Nonsense_Mutation G A p.Q682* 93 21 0.226 0.502 2 1 1 92 complementEcomponentE6 ENST00000263413.3
Case#1'Relapse'WholeTumor C6 5 41159322 Missense_Mutation G A p.S573F 37 11 0.297 0.661 2 1 1 39 complementEcomponentE6 ENST00000263413.3
Case#1'Relapse'WholeTumor C6 5 41161821 Missense_Mutation C T p.E478K 84 16 0.190 0.423 2 1 1 78 complementEcomponentE6 ENST00000263413.3
Case#1'Relapse'WholeTumor GHR 5 42711363 Missense_Mutation G A p.E225K 166 40 0.241 0.535 2 1 1 132 growthEhormoneEreceptor ENST00000230882.4
Case#1'Relapse'WholeTumor PARP8 5 50091115 Missense_Mutation A G p.K431R 82 9 0.110 0.244 2 1 1 59 polyE(ADP'ribose)EpolymeraseEfamily,EmemberE8 ENST00000281631.5
Case#1'Relapse'WholeTumor MOCS2 5 52397999 Missense_Mutation C T p.E52K 106 23 0.217 0.482 2 1 1 100 molybdenumEcofactorEsynthesisE2 ENST00000396954.3
Case#1'Relapse'WholeTumor IPO11 5 61846195 Splice_Site T C p.V751A 182 38 0.209 0.464 2 1 1 158 importinE11 ENST00000325324.6
Case#1'Relapse'WholeTumor MARVELD2 5 68715684 Missense_Mutation C T p.P158S 81 21 0.259 0.576 2 1 1 56 MARVELEdomainEcontainingE2 ENST00000325631.5
Case#1'Relapse'WholeTumor MAP1B 5 71496188 Missense_Mutation A G p.T2336A 38 10 0.263 0.585 2 1 1 25 microtubule'associatedEproteinE1B ENST00000296755.7
Case#1'Relapse'WholeTumor ARHGEF28 5 73179596 Missense_Mutation G A p.R981Q 100 25 0.250 0.556 2 1 1 97 RhoEguanineEnucleotideEexchangeEfactorE(GEF)E28 ENST00000426542.2
Case#1'Relapse'WholeTumor ANKRD31 5 74364391 Missense_Mutation C T p.D1859N 143 43 0.301 0.668 2 1 1 99 ankyrinErepeatEdomainE31 ENST00000274361.3
Case#1'Relapse'WholeTumor GPR98 5 89933641 Missense_Mutation G A p.D706N 184 33 0.179 0.399 2 1 1 156 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Relapse'WholeTumor GPR98 5 89970009 Missense_Mutation G A p.E1690K 78 16 0.205 0.456 2 1 1 91 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Relapse'WholeTumor GPR98 5 89999523 Nonsense_Mutation C T p.R2733* 112 21 0.188 0.417 2 1 1 100 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Relapse'WholeTumor GPR98 5 90059134 Missense_Mutation G A p.E4045K 72 16 0.222 0.494 2 1 1 61 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Relapse'WholeTumor GPR98 5 90074406 Nonsense_Mutation C T p.R4277* 48 11 0.229 0.509 2 1 1 45 GEprotein'coupledEreceptorE98 ENST00000405460.2
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Case#1'Relapse'WholeTumor GPR98 5 90136557 Missense_Mutation C T p.P5592S 129 28 0.217 0.482 2 1 1 93 GEprotein'coupledEreceptorE98 ENST00000405460.2

Case#1'Relapse'WholeTumor SLCO4C1 5 101592859 Missense_Mutation C T p.E477K 121 29 0.240 0.533 2 1 1 81 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE4C1 ENST00000310954.6

Case#1'Relapse'WholeTumor SLCO4C1 5 101606492 Missense_Mutation C T p.R213K 51 11 0.216 0.479 2 1 1 44 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE4C1 ENST00000310954.6

Case#1'Relapse'WholeTumor CAMK4 5 110820100 Missense_Mutation G A p.G453E 53 11 0.208 0.461 2 1 1 19 calcium/calmodulin'dependentEproteinEkinaseEIV ENST00000282356.4

Case#1'Relapse'WholeTumor EPB41L4A 5 111531361 Missense_Mutation C T p.R474K 190 42 0.221 0.491 2 1 1 134 erythrocyteEmembraneEproteinEbandE4.1ElikeE4A ENST00000261486.5

Case#1'Relapse'WholeTumor SNCAIP 5 121786421 Missense_Mutation G A p.E627K 68 14 0.206 0.458 2 1 1 76 synuclein,EalphaEinteractingEprotein ENST00000261368.8

Case#1'Relapse'WholeTumor PRDM6 5 122506570 Missense_Mutation C T p.P422S 124 34 0.274 0.609 2 1 1 106 PREdomainEcontainingE6 ENST00000407847.4

Case#1'Relapse'WholeTumor SLC27A6 5 128302027 Missense_Mutation G T p.R66I 112 26 0.232 0.516 2 1 1 60 soluteEcarrierEfamilyE27E(fattyEacidEtransporter),EmemberE6 ENST00000262462.4

Case#1'Relapse'WholeTumor ADAMTS19 5 129015556 Missense_Mutation G A p.R863Q 103 16 0.155 0.345 2 1 1 65 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E19 ENST00000274487.4

Case#1'Relapse'WholeTumor IL5 5 131879077 Missense_Mutation C T p.E32K 151 29 0.192 0.427 2 1 1 93 interleukinE5 ENST00000231454.1

Case#1'Relapse'WholeTumor PCDHA1 5 140166257 Missense_Mutation G A p.D128N 151 40 0.265 0.589 2 1 1 102 protocadherinEalphaE1 ENST00000504120.2

Case#1'Relapse'WholeTumor PCDHA1 5 140167444 Missense_Mutation GG AA p.D524N 293 61 0.208 0.463 2 1 1 221 protocadherinEalphaE1 ENST00000504120.2

Case#1'Relapse'WholeTumor PCDHA1 5 140167763 Missense_Mutation G A p.E630K 332 74 0.223 0.495 2 1 1 291 protocadherinEalphaE1 ENST00000504120.2

Case#1'Relapse'WholeTumor PCDHA1 5 140168264 Missense_Mutation G A p.G797S 64 17 0.266 0.590 2 1 1 59 protocadherinEalphaE1 ENST00000504120.2

Case#1'Relapse'WholeTumor PCDHA5 5 140203062 Nonsense_Mutation C T p.R568* 256 54 0.211 0.469 2 1 1 199 protocadherinEalphaE5 ENST00000529859.1

Case#1'Relapse'WholeTumor PCDHA10 5 140237497 Missense_Mutation C T p.R622C 194 87 0.448 0.997 2 1 1 142 protocadherinEalphaE10 ENST00000307360.5

Case#1'Relapse'WholeTumor PCDHA11 5 140250546 Missense_Mutation C T p.P620S 290 67 0.231 0.513 2 1 1 195 protocadherinEalphaE11 ENST00000398640.2

Case#1'Relapse'WholeTumor PCDHA12 5 140255958 Missense_Mutation G A p.E301K 93 20 0.215 0.478 2 1 1 92 protocadherinEalphaE12 ENST00000398631.2

Case#1'Relapse'WholeTumor PCDHA13 5 140264090 Missense_Mutation G A p.G746E 135 29 0.215 0.477 2 1 1 80 protocadherinEalphaE13 ENST00000289272.2

Case#1'Relapse'WholeTumor PCDHB3 5 140481009 Missense_Mutation C T p.S259F 60 14 0.233 0.519 2 1 1 47 protocadherinEbetaE3 ENST00000231130.2

Case#1'Relapse'WholeTumor PCDHB3 5 140482613 Missense_Mutation G C p.E794Q 134 31 0.231 0.514 2 1 1 94 protocadherinEbetaE3 ENST00000231130.2

Case#1'Relapse'WholeTumor PCDHB5 5 140515701 Missense_Mutation C T p.R229C 62 10 0.161 0.358 2 1 1 49 protocadherinEbetaE5 ENST00000231134.5

Case#1'Relapse'WholeTumor PCDHB5 5 140516743 Missense_Mutation C T p.P576L 154 29 0.188 0.418 2 1 1 103 protocadherinEbetaE5 ENST00000231134.5

Case#1'Relapse'WholeTumor PCDHB17 5 140536565 Missense_Mutation G A p.G330E 86 9 0.105 0.233 2 1 1 56 protocadherinEbetaE17Epseudogene ENST00000539533.1

Case#1'Relapse'WholeTumor PCDHB7 5 140554580 Missense_Mutation C T p.R722C 387 32 0.083 0.184 2 1 1 329 protocadherinEbetaE7 ENST00000231137.3

Case#1'Relapse'WholeTumor PCDHB10 5 140572324 Missense_Mutation G A p.V67I 207 40 0.193 0.429 2 1 1 160 protocadherinEbetaE10 ENST00000239446.4

Case#1'Relapse'WholeTumor PCDHB11 5 140580731 Missense_Mutation G A p.E462K 260 47 0.181 0.402 2 1 1 244 protocadherinEbetaE11 ENST00000354757.3

Case#1'Relapse'WholeTumor PCDHB11 5 140580900 Missense_Mutation C T p.S518L 225 56 0.249 0.553 2 1 1 152 protocadherinEbetaE11 ENST00000354757.3

Case#1'Relapse'WholeTumor PCDHB14 5 140604665 Missense_Mutation C T p.R530C 188 39 0.207 0.461 2 1 1 179 protocadherinEbetaE14 ENST00000239449.4

Case#1'Relapse'WholeTumor PCDHGB6 5 140788121 Missense_Mutation C T p.H118Y 131 27 0.206 0.458 2 1 1 94 protocadherinEgammaEsubfamilyEB,E6 ENST00000520790.1

Case#1'Relapse'WholeTumor DIAPH1 5 140953145 Missense_Mutation G A p.P758S 125 22 0.176 0.391 2 1 1 103 diaphanous'relatedEforminE1 ENST00000398557.4

Case#1'Relapse'WholeTumor FBXO38 5 147778581 Missense_Mutation A T p.I50F 196 50 0.255 0.567 2 1 1 131 F'boxEproteinE38 ENST00000340253.5

Case#1'Relapse'WholeTumor FAT2 5 150911477 Missense_Mutation G A p.S3161F 115 32 0.278 0.618 2 1 1 79 FATEatypicalEcadherinE2 ENST00000261800.5

Case#1'Relapse'WholeTumor FAT2 5 150930357 Missense_Mutation G A p.P1458S 121 23 0.190 0.422 2 1 1 76 FATEatypicalEcadherinE2 ENST00000261800.5

Case#1'Relapse'WholeTumor GRIA1 5 153065789 Missense_Mutation G A p.R345Q 88 15 0.170 0.379 2 1 1 97 glutamateEreceptor,Eionotropic,EAMPAE1 ENST00000285900.5

Case#1'Relapse'WholeTumor DOCK2 5 169267845 Missense_Mutation C T p.H930Y 203 52 0.256 0.569 2 1 1 133 dedicatorEofEcytokinesisE2 ENST00000256935.8

Case#1'Relapse'WholeTumor KCNIP1 5 170145803 Missense_Mutation C T p.R46W 72 19 0.264 0.586 2 1 1 52 KvEchannelEinteractingEproteinE1 ENST00000411494.1

Case#1'Relapse'WholeTumor DRD1 5 174869582 Missense_Mutation C T p.G174E 178 35 0.197 0.437 2 1 1 134 dopamineEreceptorED1 ENST00000393752.2

Case#1'Relapse'WholeTumor GRM6 5 178416070 Missense_Mutation G A p.A407V 139 29 0.209 0.464 2 1 1 108 glutamateEreceptor,EmetabotropicE6 ENST00000517717.1

Case#1'Relapse'WholeTumor CNOT6 5 179992975 Nonsense_Mutation C T p.Q239* 79 12 0.152 0.338 2 1 1 63 CCR4'NOTEtranscriptionEcomplex,EsubunitE6 ENST00000393356.1

Case#1'Relapse'WholeTumor TRIM52 5 180687373 Missense_Mutation A T p.Y148N 209 53 0.254 0.564 2 1 1 159 tripartiteEmotifEcontainingE52 ENST00000327767.4

Case#1'Relapse'WholeTumor PSMG4 6 3267914 Missense_Mutation G A p.E114K 201 38 0.189 0.343 3 2 1 132 proteasomeE(prosome,Emacropain)EassemblyEchaperoneE4 ENST00000438998.2

Case#1'Relapse'WholeTumor F13A1 6 6167714 Missense_Mutation T C p.T629A 167 58 0.347 0.630 3 2 1 137 coagulationEfactorEXIII,EA1Epolypeptide ENST00000264870.3

Case#1'Relapse'WholeTumor GFOD1 6 13365771 Missense_Mutation G A p.P126L 121 43 0.355 0.645 3 2 1 61 glucose'fructoseEoxidoreductaseEdomainEcontainingE1 ENST00000379287.3

Case#1'Relapse'WholeTumor HIST1H3B 6 26032069 Missense_Mutation C T p.E74K 125 57 0.456 1.013 2 2 0 152 histoneEclusterE1,EH3b ENST00000244661.2

Case#1'Relapse'WholeTumor HIST1H1E 6 26156625 Nonsense_Mutation G T p.E3* 43 17 0.395 0.879 2 2 0 30 histoneEclusterE1,EH1e ENST00000304218.3

Case#1'Relapse'WholeTumor ZKSCAN3 6 28333706 Missense_Mutation A G p.T421A 97 7 0.072 0.160 2 2 0 79 zincEfingerEwithEKRABEandESCANEdomainsE3 ENST00000377255.3

Case#1'Relapse'WholeTumor TULP1 6 35476999 Missense_Mutation C T p.G270E 118 46 0.390 0.866 2 2 0 84 tubbyElikeEproteinE1 ENST00000229771.6

Case#1'Relapse'WholeTumor LRFN2 6 40400849 Missense_Mutation C T p.E2K 54 29 0.537 1.193 2 2 0 44 leucineErichErepeatEandEfibronectinEtypeEIIIEdomainEcontainingE2 ENST00000338305.6

Case#1'Relapse'WholeTumor KLHDC3 6 42986651 Missense_Mutation C T p.R291C 100 54 0.540 1.200 2 2 0 68 kelchEdomainEcontainingE3 ENST00000326974.4

Case#1'Relapse'WholeTumor CD2AP 6 47522423 Missense_Mutation G T p.L154F 90 44 0.489 1.086 2 2 0 106 CD2'associatedEprotein ENST00000359314.5

Case#1'Relapse'WholeTumor PKHD1 6 51497504 Nonsense_Mutation G A p.R3842* 82 40 0.488 1.084 2 2 0 80 polycysticEkidneyEandEhepaticEdiseaseE1E(autosomalErecessive) ENST00000371117.3

Case#1'Relapse'WholeTumor IL17F 6 52101862 Missense_Mutation G A p.S120F 110 41 0.373 0.828 2 2 0 88 interleukinE17F ENST00000336123.4

Case#1'Relapse'WholeTumor TINAG 6 54216156 Missense_Mutation G A p.E363K 97 40 0.412 0.916 2 2 0 68 tubulointerstitialEnephritisEantigen ENST00000259782.4

Case#1'Relapse'WholeTumor HCRTR2 6 55039521 Missense_Mutation G A p.E46K 143 68 0.476 1.057 2 2 0 153 hypocretinE(orexin)EreceptorE2 ENST00000370862.3

Case#1'Relapse'WholeTumor HMGCLL1 6 55304353 Missense_Mutation C T p.G297E 127 50 0.394 0.875 2 2 0 111 3'hydroxymethyl'3'methylglutaryl'CoAElyase'likeE1 ENST00000398661.2

Case#1'Relapse'WholeTumor FKBP1C 6 63921759 Missense_Mutation T G p.F100V 180 25 0.139 0.309 2 2 0 154 FK506EbindingEproteinE1C ENST00000370659.1

Case#1'Relapse'WholeTumor LGSN 6 63990777 Missense_Mutation G A p.P227S 28 9 0.321 0.714 2 2 0 30 lengsin,ElensEproteinEwithEglutamineEsynthetaseEdomain ENST00000370657.4

Case#1'Relapse'WholeTumor BAI3 6 70071021 Missense_Mutation G A p.D1286N 46 23 0.500 1.111 2 2 0 61 brain'specificEangiogenesisEinhibitorE3 ENST00000370598.1

Case#1'Relapse'WholeTumor KHDC1L 6 73933892 Nonsense_Mutation G A p.R98* 65 34 0.523 1.162 2 2 0 56 KHEhomologyEdomainEcontainingE1'like ENST00000370388.3

Case#1'Relapse'WholeTumor KHDC3L 6 74072881 Missense_Mutation G A p.R78Q 89 35 0.393 0.874 2 2 0 90

KHEdomainEcontainingE3'like,EsubcorticalEmaternalEcomplexE

member ENST00000370367.3

Case#1'Relapse'WholeTumor IMPG1 6 76660542 Missense_Mutation C T p.E521K 104 49 0.471 1.047 2 2 0 100 interphotoreceptorEmatrixEproteoglycanE1 ENST00000369950.3

Case#1'Relapse'WholeTumor ME1 6 83949355 Splice_Site C T p.G272E 54 19 0.352 0.782 2 2 0 50 malicEenzymeE1,ENADP(+)'dependent,Ecytosolic ENST00000369705.3

Case#1'Relapse'WholeTumor SNAP91 6 84333033 Missense_Mutation G A p.P265L 93 39 0.419 0.932 2 2 0 75 synaptosomal'associatedEprotein,E91kDa ENST00000439399.2

Case#1'Relapse'WholeTumor ORC3 6 88331115 Missense_Mutation T C p.L344P 125 25 0.200 0.444 2 2 0 104 originErecognitionEcomplex,EsubunitE3 ENST00000392844.3

Case#1'Relapse'WholeTumor GPRC6A 6 117128317 Missense_Mutation G A p.S184L 67 27 0.403 0.896 2 2 0 75 GEprotein'coupledEreceptor,EclassEC,EgroupE6,EmemberEA ENST00000310357.3

Case#1'Relapse'WholeTumor RFX6 6 117198493 Missense_Mutation C G p.Q19E 59 16 0.271 0.603 2 2 0 42 regulatoryEfactorEX,E6 ENST00000332958.2

Case#1'Relapse'WholeTumor CLVS2 6 123377038 Missense_Mutation C T p.P255S 97 6 0.062 0.137 2 2 0 61 clavesinE2 ENST00000275162.5

Case#1'Relapse'WholeTumor PTPRK 6 128303984 Missense_Mutation C T p.E1176K 136 61 0.449 0.997 2 2 0 130 proteinEtyrosineEphosphatase,EreceptorEtype,EK ENST00000368215.3

Case#1'Relapse'WholeTumor PDE7B 6 136508200 Missense_Mutation G A p.E358K 36 11 0.306 0.679 2 2 0 44 phosphodiesteraseE7B ENST00000308191.6

Case#1'Relapse'WholeTumor ADGB 6 147085186 Missense_Mutation GA TT p.E1234L 95 32 0.337 0.749 2 2 0 79 androglobin ENST00000397944.3

Case#1'Relapse'WholeTumor SYNE1 6 152804270 Missense_Mutation C T p.V434I 173 71 0.410 0.912 2 2 0 145 spectrinErepeatEcontaining,EnuclearEenvelopeE1 ENST00000367255.5

Case#1'Relapse'WholeTumor FNDC1 6 159653652 Missense_Mutation C T p.S703L 56 25 0.446 0.992 2 2 0 48 fibronectinEtypeEIIIEdomainEcontainingE1 ENST00000297267.9

Case#1'Relapse'WholeTumor RPS6KA2 6 166827406 Missense_Mutation T G p.K651T 77 5 0.065 0.144 2 2 0 60 ribosomalEproteinES6Ekinase,E90kDa,EpolypeptideE2 ENST00000265678.4

Case#1'Relapse'WholeTumor DACT2 6 168709607 Missense_Mutation C T p.S277N 145 77 0.531 1.180 2 2 0 98 dishevelled'bindingEantagonistEofEbeta'cateninE2 ENST00000366795.3

Case#1'Relapse'WholeTumor CARD11 7 2979559 Missense_Mutation C T p.D230N 161 40 0.248 0.370 5 3 2 94 caspaseErecruitmentEdomainEfamily,EmemberE11 ENST00000396946.4

Case#1'Relapse'WholeTumor SDK1 7 4259755 Missense_Mutation G A p.V1852M 144 35 0.243 0.362 5 3 2 60 sidekickEcellEadhesionEmoleculeE1 ENST00000404826.2

Case#1'Relapse'WholeTumor CYTH3 7 6210478 Missense_Mutation GG AA p.P232S 120 51 0.425 0.633 5 3 2 60 cytohesinE3 ENST00000350796.3

Case#1'Relapse'WholeTumor COL28A1 7 7421173 Splice_Site A G 186 71 0.382 0.568 5 3 2 68 collagen,EtypeEXXVIII,EalphaE1 ENST00000399429.3

Case#1'Relapse'WholeTumor AHR 7 17382668 Missense_Mutation A T p.T843S 203 72 0.355 0.528 5 3 2 93 arylEhydrocarbonEreceptor ENST00000242057.4

Case#1'Relapse'WholeTumor MACC1 7 20197852 Missense_Mutation C T p.R711K 84 34 0.405 0.603 5 3 2 39 metastasisEassociatedEinEcolonEcancerE1 ENST00000400331.5

Case#1'Relapse'WholeTumor ABCB5 7 20682869 Missense_Mutation C T p.S126F 485 116 0.239 0.356 5 3 2 235 ATP'bindingEcassette,Esub'familyEBE(MDR/TAP),EmemberE5 ENST00000404938.2

Case#1'Relapse'WholeTumor RAPGEF5 7 22348019 Missense_Mutation C T p.G207S 116 55 0.474 0.706 5 3 2 47 RapEguanineEnucleotideEexchangeEfactorE(GEF)E5 ENST00000405243.1

Case#1'Relapse'WholeTumor STK31 7 23871758 Missense_Mutation G A p.D945N 105 28 0.267 0.397 5 3 2 54 serine/threonineEkinaseE31 ENST00000355870.3
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Case#1'Relapse'WholeTumor MPP6 7 24690197 Missense_Mutation G A p.D173N 289 90 0.311 0.464 5 3 2 139
membraneEprotein,EpalmitoylatedE6E(MAGUKEp55EsubfamilyE

memberE6) ENST00000222644.5
Case#1'Relapse'WholeTumor NPSR1 7 34698136 Missense_Mutation G A p.G38R 221 37 0.167 0.249 5 3 2 120 neuropeptideESEreceptorE1 ENST00000360581.1
Case#1'Relapse'WholeTumor HECW1 7 43485112 Missense_Mutation G A p.E781K 160 58 0.363 0.540 5 3 2 73 HECT,EC2EandEWWEdomainEcontainingEE3EubiquitinEproteinEligaseE1 ENST00000395891.2
Case#1'Relapse'WholeTumor NPC1L1 7 44553240 Missense_Mutation C T p.V1296I 105 23 0.219 0.326 5 3 2 49 NPC1'likeE1 ENST00000289547.4
Case#1'Relapse'WholeTumor NACAD 7 45125328 Missense_Mutation G A p.P151S 38 12 0.316 0.470 5 3 2 18 NACEalphaEdomainEcontaining ENST00000490531.2
Case#1'Relapse'WholeTumor ABCA13 7 48259088 Missense_Mutation G A p.R142Q 178 47 0.264 0.393 5 3 2 90 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1
Case#1'Relapse'WholeTumor FIGNL1 7 50513407 Nonsense_Mutation G A p.Q527* 118 36 0.305 0.454 5 3 2 82 fidgetin'likeE1 ENST00000419119.1
Case#1'Relapse'WholeTumor AUTS2 7 70255135 Missense_Mutation CC TT p.S978F 25 8 0.320 0.516 4 2 2 14 autismEsusceptibilityEcandidateE2 ENST00000342771.4
Case#1'Relapse'WholeTumor VPS37D 7 73083819 Missense_Mutation C T p.A70V 128 29 0.227 0.365 4 2 2 87 vacuolarEproteinEsortingE37EhomologEDE(S.Ecerevisiae) ENST00000324941.4
Case#1'Relapse'WholeTumor PCLO 7 82582784 Missense_Mutation AG GA p.S2495F 198 41 0.207 0.334 4 2 2 119 piccoloEpresynapticEcytomatrixEprotein ENST00000333891.9
Case#1'Relapse'WholeTumor PCLO 7 82583857 Missense_Mutation T C p.T2138A 74 23 0.311 0.501 4 2 2 27 piccoloEpresynapticEcytomatrixEprotein ENST00000333891.9

Case#1'Relapse'WholeTumor SEMA3E 7 83035288 Missense_Mutation C T p.G301R 150 48 0.320 0.516 4 2 2 90
semaEdomain,EimmunoglobulinEdomainE(Ig),EshortEbasicEdomain,E

secreted,E(semaphorin)E3E ENST00000307792.3
Case#1'Relapse'WholeTumor ZNF804B 7 88965621 Missense_Mutation C T p.H1109Y 76 19 0.250 0.403 4 2 2 45 zincEfingerEproteinE804B ENST00000333190.4
Case#1'Relapse'WholeTumor SAMD9 7 92731345 Missense_Mutation C T p.E1356K 78 27 0.346 0.558 4 2 2 48 sterileEalphaEmotifEdomainEcontainingE9 ENST00000379958.2
Case#1'Relapse'WholeTumor SAMD9 7 92734411 Missense_Mutation C T p.E334K 96 28 0.292 0.470 4 2 2 56 sterileEalphaEmotifEdomainEcontainingE9 ENST00000379958.2
Case#1'Relapse'WholeTumor CCDC132 7 92887505 Missense_Mutation GC AG p.A153S 172 54 0.314 0.506 4 2 2 80 coiled'coilEdomainEcontainingE132 ENST00000305866.5
Case#1'Relapse'WholeTumor CALCR 7 93055859 Nonsense_Mutation G A p.Q412* 169 47 0.278 0.448 4 2 2 82 calcitoninEreceptor ENST00000394441.1
Case#1'Relapse'WholeTumor PPP1R9A 7 94539496 Missense_Mutation G A p.R24Q 124 47 0.379 0.611 4 2 2 86 proteinEphosphataseE1,EregulatoryEsubunitE9A ENST00000433881.1
Case#1'Relapse'WholeTumor PON1 7 94947634 Splice_Site C T 146 39 0.267 0.430 4 2 2 78 paraoxonaseE1 ENST00000222381.3
Case#1'Relapse'WholeTumor SPDYE3 7 99910811 Missense_Mutation G A p.R271K 1205 126 0.105 0.168 4 2 2 582 speedy/RINGOEcellEcycleEregulatorEfamilyEmemberEE3 ENST00000332397.6
Case#1'Relapse'WholeTumor MYL10 7 101256829 Missense_Mutation G A p.P203S 145 41 0.283 0.456 4 2 2 61 myosin,ElightEchainE10,Eregulatory ENST00000223167.4
Case#1'Relapse'WholeTumor RELN 7 103185660 Missense_Mutation C T p.G2145E 149 33 0.221 0.357 4 2 2 59 reelin ENST00000428762.1
Case#1'Relapse'WholeTumor KMT2E 7 104746993 Missense_Mutation G A p.R874Q 104 25 0.240 0.387 4 2 2 62 lysineE(K)'specificEmethyltransferaseE2E ENST00000311117.3
Case#1'Relapse'WholeTumor ATXN7L1 7 105255069 Missense_Mutation G A p.S571L 350 113 0.323 0.520 4 2 2 162 ataxinE7'likeE1 ENST00000419735.3
Case#1'Relapse'WholeTumor PNPLA8 7 108119753 Missense_Mutation A G p.V650A 161 15 0.093 0.169 3 2 1 117 patatin'likeEphospholipaseEdomainEcontainingE8 ENST00000422087.1
Case#1'Relapse'WholeTumor RNF133 7 122338165 Missense_Mutation G A p.R270C 129 16 0.124 0.225 3 2 1 99 ringEfingerEproteinE133 ENST00000340112.2
Case#1'Relapse'WholeTumor GRM8 7 126173610 Missense_Mutation T A p.N609I 69 18 0.261 0.473 3 2 1 45 glutamateEreceptor,EmetabotropicE8 ENST00000339582.2
Case#1'Relapse'WholeTumor FSCN3 7 127236471 Missense_Mutation C T p.R311C 134 18 0.134 0.244 3 2 1 86 fascinEactin'bundlingEproteinE3,Etesticular ENST00000265825.5
Case#1'Relapse'WholeTumor PRRT4 7 127999744 Missense_Mutation A G p.L101S 89 12 0.135 0.245 3 2 1 62 proline'richEtransmembraneEproteinE4 ENST00000446477.2
Case#1'Relapse'WholeTumor MKLN1 7 131130539 Missense_Mutation C T p.R468C 90 25 0.278 0.504 3 2 1 62 muskelinE1,EintracellularEmediatorEcontainingEkelchEmotifs ENST00000352689.6
Case#1'Relapse'WholeTumor CHRM2 7 136700756 Missense_Mutation G A p.E382K 120 13 0.108 0.197 3 2 1 99 cholinergicEreceptor,EmuscarinicE2 ENST00000445907.2
Case#1'Relapse'WholeTumor BRAF 7 140453136 Missense_Mutation AC TT p.V600K 125 47 0.376 0.682 3 2 1 78 B'RafEproto'oncogene,Eserine/threonineEkinase ENST00000288602.6
Case#1'Relapse'WholeTumor MGAM 7 141731583 Missense_Mutation G A p.G525E 115 45 0.391 0.710 3 2 1 69 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2
Case#1'Relapse'WholeTumor MGAM 7 141755895 Splice_Site G A p.M1193I 129 20 0.155 0.281 3 2 1 106 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2
Case#1'Relapse'WholeTumor MGAM 7 141765190 Missense_Mutation C T p.P1514S 300 72 0.240 0.436 3 2 1 231 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2
Case#1'Relapse'WholeTumor RP11'1220K2.2 7 141837268 Missense_Mutation C T p.R295C 100 38 0.380 0.690 3 2 1 74 ENST00000477922.3
Case#1'Relapse'WholeTumor RP11'1220K2.2 7 141896372 Missense_Mutation G A p.M1496I 143 55 0.385 0.698 3 2 1 96 ENST00000477922.3
Case#1'Relapse'WholeTumor PRSS58 7 141954881 Missense_Mutation C T p.D144N 122 41 0.336 NA NA NA NA 76 protease,Eserine,E58 ENST00000552471.1
Case#1'Relapse'WholeTumor EPHB6 7 142563271 Missense_Mutation C T p.P330S 102 12 0.118 0.214 3 2 1 61 EPHEreceptorEB6 ENST00000392957.2

Case#1'Relapse'WholeTumor TRPV6 7 142571199 Splice_Site A G 158 10 0.063 0.115 3 2 1 81
transientEreceptorEpotentialEcationEchannel,EsubfamilyEV,EmemberE

6 ENST00000359396.3

Case#1'Relapse'WholeTumor TRPV6 7 142571416 Missense_Mutation C T p.D525N 176 59 0.335 0.608 3 2 1 126
transientEreceptorEpotentialEcationEchannel,EsubfamilyEV,EmemberE

6 ENST00000359396.3
Case#1'Relapse'WholeTumor C7orf34 7 142636842 Missense_Mutation C T p.P67S 118 19 0.161 0.292 3 2 1 52 chromosomeE7EopenEreadingEframeE34 ENST00000409607.3
Case#1'Relapse'WholeTumor ZYX 7 143080204 Missense_Mutation C T p.P271L 124 28 0.226 0.410 3 2 1 88 zyxin ENST00000322764.5
Case#1'Relapse'WholeTumor AGAP3 7 150817198 Missense_Mutation G A p.R137Q 98 31 0.316 0.574 3 2 1 63 ArfGAPEwithEGTPaseEdomain,EankyrinErepeatEandEPHEdomainE3 ENST00000463381.1
Case#1'Relapse'WholeTumor KMT2C 7 152012392 Nonsense_Mutation C A p.E141* 141 47 0.333 0.605 3 2 1 76 lysineE(K)'specificEmethyltransferaseE2C ENST00000262189.6
Case#1'Relapse'WholeTumor PTPRN2 7 157691406 Missense_Mutation C T p.E583K 108 34 0.315 0.571 3 2 1 99 proteinEtyrosineEphosphatase,EreceptorEtype,ENEpolypeptideE2 ENST00000389418.4
Case#1'Relapse'WholeTumor ERICH1 8 565233 Missense_Mutation C T p.G343E 157 34 0.217 0.481 2 1 1 137 glutamate'richE1 ENST00000522706.1
Case#1'Relapse'WholeTumor CSMD1 8 3443759 Missense_Mutation G A p.S375L 53 5 0.094 0.210 2 1 1 53 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#1'Relapse'WholeTumor CSMD1 8 3611472 Missense_Mutation C T p.G304E 149 38 0.255 0.567 2 1 1 46 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#1'Relapse'WholeTumor CSMD1 8 4495009 Missense_Mutation G A p.P53S 86 10 0.116 0.258 2 1 1 85 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#1'Relapse'WholeTumor RP1L1 8 10468628 Missense_Mutation G A p.P994S 20 5 0.250 0.556 2 1 1 21 retinitisEpigmentosaE1'likeE1 ENST00000382483.3
Case#1'Relapse'WholeTumor RP1L1 8 10470500 Missense_Mutation C T p.E370K 53 15 0.283 0.629 2 1 1 30 retinitisEpigmentosaE1'likeE1 ENST00000382483.3
Case#1'Relapse'WholeTumor PINX1 8 10692188 Nonsense_Mutation C T p.W39* 110 29 0.264 0.586 2 1 1 86 PIN2/TERF1Einteracting,EtelomeraseEinhibitorE1 ENST00000314787.3
Case#1'Relapse'WholeTumor XKR6 8 10756097 Missense_Mutation A G p.F431L 151 29 0.192 0.427 2 1 1 150 XK,EKellEbloodEgroupEcomplexEsubunit'relatedEfamily,EmemberE6 ENST00000416569.2
Case#1'Relapse'WholeTumor HR 8 21984943 Missense_Mutation G A p.L338F 97 28 0.289 0.641 2 1 1 58 hairEgrowthEassociated ENST00000381418.4
Case#1'Relapse'WholeTumor PIWIL2 8 22147376 Missense_Mutation G A p.D335N 186 39 0.210 0.466 2 1 1 139 piwi'likeERNA'mediatedEgeneEsilencingE2 ENST00000454009.2
Case#1'Relapse'WholeTumor CCAR2 8 22475911 Missense_Mutation C T p.A708V 144 39 0.271 0.602 2 1 1 108 cellEcycleEandEapoptosisEregulatorE2 ENST00000308511.4
Case#1'Relapse'WholeTumor LOXL2 8 23185913 Missense_Mutation C T p.G378S 71 13 0.183 0.407 2 1 1 50 lysylEoxidase'likeE2 ENST00000389131.3
Case#1'Relapse'WholeTumor ADAM7 8 24323251 Missense_Mutation G A p.D118N 82 21 0.256 0.569 2 1 1 71 ADAMEmetallopeptidaseEdomainE7 ENST00000175238.6
Case#1'Relapse'WholeTumor DOCK5 8 25159955 Missense_Mutation C T p.P321S 109 23 0.211 0.469 2 1 1 82 dedicatorEofEcytokinesisE5 ENST00000276440.7
Case#1'Relapse'WholeTumor EBF2 8 25720235 Missense_Mutation C T p.R363K 133 26 0.195 0.434 2 1 1 110 earlyEB'cellEfactorE2 ENST00000520164.1
Case#1'Relapse'WholeTumor MBOAT4 8 29989645 Missense_Mutation C T p.M374I 64 12 0.188 0.417 2 1 1 39 membraneEboundEO'acyltransferaseEdomainEcontainingE4 ENST00000320542.3
Case#1'Relapse'WholeTumor C8orf86 8 38369913 Missense_Mutation C T p.E222K 75 11 0.147 0.326 2 1 1 78 chromosomeE8EopenEreadingEframeE86 ENST00000358138.1
Case#1'Relapse'WholeTumor ADAM18 8 39495126 Missense_Mutation C T p.S244F 190 39 0.205 0.456 2 1 1 127 ADAMEmetallopeptidaseEdomainE18 ENST00000265707.5
Case#1'Relapse'WholeTumor IDO2 8 39845422 Missense_Mutation G A p.G161E 158 26 0.165 0.366 2 1 1 120 indoleamineE2,3'dioxygenaseE2 ENST00000389060.4
Case#1'Relapse'WholeTumor IDO2 8 39847249 Nonsense_Mutation C T p.Q187* 97 22 0.227 0.504 2 1 1 71 indoleamineE2,3'dioxygenaseE2 ENST00000389060.4
Case#1'Relapse'WholeTumor C8orf4 8 40011065 Missense_Mutation G A p.R5Q 96 14 0.146 0.324 2 1 1 86 chromosomeE8EopenEreadingEframeE4 ENST00000315792.3
Case#1'Relapse'WholeTumor KAT6A 8 41791491 Missense_Mutation G A p.P1416L 41 8 0.195 0.434 2 1 1 34 K(lysine)EacetyltransferaseE6A ENST00000396930.3
Case#1'Relapse'WholeTumor PLAG1 8 57079775 Missense_Mutation G A p.S177F 139 25 0.180 0.326 3 2 1 100 pleiomorphicEadenomaEgeneE1 ENST00000316981.3
Case#1'Relapse'WholeTumor CHD7 8 61655631 Frame_Shift_Del C ' p.T547fs 96 19 0.198 0.359 3 2 1 60 chromodomainEhelicaseEDNAEbindingEproteinE7 ENST00000423902.2

Case#1'Relapse'WholeTumor PREX2 8 68956771 Missense_Mutation C T p.R297C 193 27 0.140 0.254 3 2 1 119
phosphatidylinositol'3,4,5'trisphosphate'dependentERacEexchangeE

factorE2 ENST00000288368.4

Case#1'Relapse'WholeTumor PREX2 8 69011995 Missense_Mutation C T p.P878S 54 5 0.093 0.168 3 2 1 41
phosphatidylinositol'3,4,5'trisphosphate'dependentERacEexchangeE

factorE2 ENST00000288368.4
Case#1'Relapse'WholeTumor PRDM14 8 70978523 Missense_Mutation G A p.P377L 72 25 0.347 0.630 3 2 1 36 PREdomainEcontainingE14 ENST00000276594.2
Case#1'Relapse'WholeTumor SBSPON 8 73993418 Missense_Mutation G A p.P82L 99 28 0.283 0.513 3 2 1 77 somatomedinEBEandEthrombospondin,EtypeE1EdomainEcontaining ENST00000297354.6
Case#1'Relapse'WholeTumor ZFHX4 8 77619801 Missense_Mutation G A p.E871K 79 26 0.329 0.597 3 2 1 66 zincEfingerEhomeoboxE4 ENST00000521891.2
Case#1'Relapse'WholeTumor ZFHX4 8 77766277 Missense_Mutation A G p.K2374E 77 13 0.169 0.306 3 2 1 41 zincEfingerEhomeoboxE4 ENST00000521891.2
Case#1'Relapse'WholeTumor ZFHX4 8 77768230 Missense_Mutation C T p.H3025Y 90 36 0.400 0.726 3 2 1 75 zincEfingerEhomeoboxE4 ENST00000521891.2
Case#1'Relapse'WholeTumor PMP2 8 82359603 Missense_Mutation C T p.G7S 114 12 0.105 0.191 3 2 1 58 peripheralEmyelinEproteinE2 ENST00000256103.2
Case#1'Relapse'WholeTumor CNGB3 8 87683207 Missense_Mutation C T p.G153E 171 35 0.205 0.371 3 2 1 95 cyclicEnucleotideEgatedEchannelEbetaE3 ENST00000320005.5
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Case#1'Relapse'WholeTumor DECR1 8 91049114 Missense_Mutation C T p.S204L 132 36 0.273 0.495 3 2 1 77 2,4'dienoylECoAEreductaseE1,Emitochondrial ENST00000220764.2

Case#1'Relapse'WholeTumor RUNX1T1 8 93026848 Missense_Mutation C T p.E143K 239 35 0.146 0.266 3 2 1 33

runt'relatedEtranscriptionEfactorE1;EtranslocatedEto,E1E(cyclinED'

related) ENST00000523629.1

Case#1'Relapse'WholeTumor VPS13B 8 100286557 Missense_Mutation C T p.P883S 137 19 0.139 0.252 3 2 1 111 vacuolarEproteinEsortingE13EhomologEBE(yeast) ENST00000358544.2

Case#1'Relapse'WholeTumor C8orf56 8 104145509 Missense_Mutation G A p.P22S 95 16 0.168 0.306 3 2 1 61 ENST00000436771.1

Case#1'Relapse'WholeTumor RIMS2 8 105263362 Missense_Mutation G A p.E1286K 150 27 0.180 0.327 3 2 1 83 regulatingEsynapticEmembraneEexocytosisE2 ENST00000436393.2

Case#1'Relapse'WholeTumor PKHD1L1 8 110477181 Missense_Mutation C T p.A2707V 158 17 0.108 0.195 3 2 1 128

polycysticEkidneyEandEhepaticEdiseaseE1E(autosomalErecessive)'likeE

1 ENST00000378402.5

Case#1'Relapse'WholeTumor PKHD1L1 8 110477423 Missense_Mutation T G p.F2788V 148 17 0.115 0.208 3 2 1 94

polycysticEkidneyEandEhepaticEdiseaseE1E(autosomalErecessive)'likeE

1 ENST00000378402.5

Case#1'Relapse'WholeTumor KCNV1 8 110980535 Missense_Mutation C T p.D429N 142 23 0.162 0.294 3 2 1 82 potassiumEchannel,EsubfamilyEV,EmemberE1 ENST00000524391.1

Case#1'Relapse'WholeTumor CSMD3 8 113421156 Missense_Mutation G A p.S1834F 106 49 0.462 0.839 3 2 1 59 CUBEandESushiEmultipleEdomainsE3 ENST00000297405.5

Case#1'Relapse'WholeTumor CSMD3 8 113599347 Missense_Mutation C T p.G1278E 235 81 0.345 0.626 3 2 1 172 CUBEandESushiEmultipleEdomainsE3 ENST00000297405.5

Case#1'Relapse'WholeTumor SNTB1 8 121706062 Missense_Mutation G A p.P220S 200 39 0.195 0.354 3 2 1 126

syntrophin,EbetaE1E(dystrophin'associatedEproteinEA1,E59kDa,EbasicE

componentE1) ENST00000395601.3

Case#1'Relapse'WholeTumor FER1L6 8 125131868 Missense_Mutation C T p.S1804L 229 49 0.214 0.388 3 2 1 130 fer'1'likeEfamilyEmemberE6 ENST00000522917.1

Case#1'Relapse'WholeTumor NDUFB9 8 125555473 Missense_Mutation C T p.P83S 172 66 0.384 0.696 3 2 1 94 NADHEdehydrogenaseE(ubiquinone)E1EbetaEsubcomplex,E9,E22kDa ENST00000276689.3

Case#1'Relapse'WholeTumor GSDMC 8 130760796 Missense_Mutation G A p.S493F 52 27 0.519 0.942 3 2 1 34 gasderminEC ENST00000276708.4

Case#1'Relapse'WholeTumor ADCY8 8 131949386 Missense_Mutation G A p.P472S 163 43 0.264 0.479 3 2 1 93 adenylateEcyclaseE8E(brain) ENST00000286355.5

Case#1'Relapse'WholeTumor GPR20 8 142367729 Missense_Mutation C T p.D99N 239 44 0.184 0.334 3 2 1 142 GEprotein'coupledEreceptorE20 ENST00000377741.3

Case#1'Relapse'WholeTumor KCNV2 9 2717824 Missense_Mutation A G p.S29G 85 6 0.071 0.157 2 1 1 76 potassiumEchannel,EsubfamilyEV,EmemberE2 ENST00000382082.3

Case#1'Relapse'WholeTumor RFX3 9 3266260 Missense_Mutation C T p.G468D 71 12 0.169 0.376 2 1 1 69 regulatoryEfactorEX,E3E(influencesEHLAEclassEIIEexpression) ENST00000382004.3

Case#1'Relapse'WholeTumor FREM1 9 14792882 Splice_Site C T p.K1280K 31 11 0.355 0.789 2 1 1 33 FRAS1ErelatedEextracellularEmatrixE1 ENST00000380880.3

Case#1'Relapse'WholeTumor FREM1 9 14805118 Missense_Mutation G A p.H1103Y 126 34 0.270 0.600 2 1 1 102 FRAS1ErelatedEextracellularEmatrixE1 ENST00000380880.3

Case#1'Relapse'WholeTumor IFNA10 9 21206889 Nonsense_Mutation G A p.Q70* 414 80 0.193 0.429 2 1 1 331 interferon,EalphaE10 ENST00000357374.2

Case#1'Relapse'WholeTumor AQP3 9 33442091 Missense_Mutation C T p.E277K 46 13 0.283 0.628 2 1 1 32 aquaporinE3E(GillEbloodEgroup) ENST00000297991.4

Case#1'Relapse'WholeTumor PRSS3 9 33796734 Missense_Mutation C T p.S102F 262 64 0.244 0.543 2 1 1 181 protease,Eserine,E3 ENST00000361005.5

Case#1'Relapse'WholeTumor UBAP1 9 34251519 Missense_Mutation G A p.G500R 47 8 0.170 0.378 2 1 1 38 ubiquitinEassociatedEproteinE1 ENST00000297661.4

Case#1'Relapse'WholeTumor DNAJB5 9 34996535 Missense_Mutation C T p.P162L 49 11 0.224 0.499 2 1 1 59 DnaJE(Hsp40)Ehomolog,EsubfamilyEB,EmemberE5 ENST00000541010.1

Case#1'Relapse'WholeTumor RUSC2 9 35555066 Missense_Mutation C T p.T675I 77 17 0.221 0.491 2 1 1 44 RUNEandESH3EdomainEcontainingE2 ENST00000455600.1

Case#1'Relapse'WholeTumor TPM2 9 35689195 Missense_Mutation G A p.S63F 82 18 0.220 0.488 2 1 1 89 tropomyosinE2E(beta) ENST00000360958.2

Case#1'Relapse'WholeTumor NPR2 9 35808639 Missense_Mutation G C p.R949P 93 6 0.065 0.143 2 1 1 80 natriureticEpeptideEreceptorE2 ENST00000342694.2

Case#1'Relapse'WholeTumor PCSK5 9 78601062 Missense_Mutation A C p.Q104H 116 6 0.052 0.115 2 1 1 79 proproteinEconvertaseEsubtilisin/kexinEtypeE5 ENST00000545128.1

Case#1'Relapse'WholeTumor PRUNE2 9 79324306 Missense_Mutation G A p.P962S 96 16 0.167 0.370 2 1 1 93 pruneEhomologE2E(Drosophila) ENST00000376718.3

Case#1'Relapse'WholeTumor PRUNE2 9 79324742 Nonsense_Mutation C T p.W816* 118 40 0.339 0.753 2 1 1 77 pruneEhomologE2E(Drosophila) ENST00000376718.3

Case#1'Relapse'WholeTumor VPS13A 9 79968418 Missense_Mutation C T p.P2505S 107 25 0.234 0.519 2 1 1 60 vacuolarEproteinEsortingE13EhomologEAE(S.Ecerevisiae) ENST00000360280.3

Case#1'Relapse'WholeTumor SPATA31D1 9 84605355 Nonsense_Mutation C T p.Q86* 113 21 0.186 0.413 2 1 1 121 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2

Case#1'Relapse'WholeTumor SPATA31D1 9 84606542 Missense_Mutation C T p.S386F 148 34 0.230 0.511 2 1 1 112 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2

Case#1'Relapse'WholeTumor SPATA31D1 9 84607427 Missense_Mutation C T p.S681F 211 49 0.232 0.516 2 1 1 170 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2

Case#1'Relapse'WholeTumor SPATA31D1 9 84607702 Nonsense_Mutation C T p.Q773* 189 30 0.159 0.353 2 1 1 165 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2

Case#1'Relapse'WholeTumor SPATA31D1 9 84609831 Nonsense_Mutation CC AT p.Q1483* 47 7 0.149 0.331 2 1 1 50 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2

Case#1'Relapse'WholeTumor SYK 9 93641149 Missense_Mutation A C p.N499H 138 15 0.109 0.242 2 2 0 131 spleenEtyrosineEkinase ENST00000375754.4

Case#1'Relapse'WholeTumor ROR2 9 94519791 Missense_Mutation C T p.G76S 109 30 0.275 0.612 2 2 0 99 receptorEtyrosineEkinase'likeEorphanEreceptorE2 ENST00000375708.3

Case#1'Relapse'WholeTumor NOL8 9 95078125 Missense_Mutation G A p.S261F 122 48 0.393 0.874 2 2 0 69 nucleolarEproteinE8 ENST00000535387.1

Case#1'Relapse'WholeTumor OR13C5 9 107361140 Missense_Mutation C T p.M185I 171 37 0.216 0.481 2 2 0 125 olfactoryEreceptor,EfamilyE13,EsubfamilyEC,EmemberE5 ENST00000374779.2

Case#1'Relapse'WholeTumor ZNF462 9 109701335 Missense_Mutation C T p.S2125F 85 15 0.176 0.392 2 2 0 75 zincEfingerEproteinE462 ENST00000277225.5

Case#1'Relapse'WholeTumor EPB41L4B 9 111970274 Missense_Mutation G A p.P603L 94 20 0.213 0.473 2 2 0 91 erythrocyteEmembraneEproteinEbandE4.1ElikeE4B ENST00000374566.3

Case#1'Relapse'WholeTumor C9orf84 9 114476724 Splice_Site C A 131 23 0.176 0.390 2 2 0 119 chromosomeE9EopenEreadingEframeE84 ENST00000318737.4

Case#1'Relapse'WholeTumor WDR31 9 116079120 Missense_Mutation G A p.S338F 112 27 0.241 0.536 2 2 0 101 WDErepeatEdomainE31 ENST00000374193.4

Case#1'Relapse'WholeTumor AMBP 9 116840393 Missense_Mutation C T p.E33K 136 24 0.176 0.392 2 2 0 121 alpha'1'microglobulin/bikuninEprecursor ENST00000265132.3

Case#1'Relapse'WholeTumor COL27A1 9 117063995 Missense_Mutation C T p.P1615S 80 28 0.350 0.778 2 2 0 78 collagen,EtypeEXXVII,EalphaE1 ENST00000356083.3

Case#1'Relapse'WholeTumor AKNA 9 117099465 Missense_Mutation C T p.E1397K 71 17 0.239 0.532 2 2 0 53 AT'hookEtranscriptionEfactor ENST00000307564.4

Case#1'Relapse'WholeTumor TNFSF8 9 117668179 Splice_Site C T p.G80E 106 13 0.123 0.273 2 2 0 74 tumorEnecrosisEfactorE(ligand)Esuperfamily,EmemberE8 ENST00000223795.2

Case#1'Relapse'WholeTumor PAPPA 9 118997855 Missense_Mutation G A p.D891N 104 21 0.202 0.449 2 2 0 101 pregnancy'associatedEplasmaEproteinEA,EpappalysinE1 ENST00000328252.3

Case#1'Relapse'WholeTumor ASTN2 9 119770412 Missense_Mutation C T p.R517K 112 29 0.259 0.575 2 2 0 106 astrotactinE2 ENST00000313400.4

Case#1'Relapse'WholeTumor CRB2 9 126135412 Splice_Site G T 98 20 0.204 0.454 2 2 0 84 crumbsEfamilyEmemberE2 ENST00000373631.3

Case#1'Relapse'WholeTumor FAM102A 9 130710478 Missense_Mutation G A p.S163F 115 22 0.191 0.425 2 2 0 105 familyEwithEsequenceEsimilarityE102,EmemberEA ENST00000373095.1

Case#1'Relapse'WholeTumor FAM73B 9 131804656 Missense_Mutation C T p.A57V 85 14 0.165 0.366 2 2 0 55 familyEwithEsequenceEsimilarityE73,EmemberEB ENST00000358369.4

Case#1'Relapse'WholeTumor GPR107 9 132869775 Splice_Site G A p.W421* 46 12 0.261 0.580 2 2 0 42 GEprotein'coupledEreceptorE107 ENST00000372406.1

Case#1'Relapse'WholeTumor MED22 9 136208432 Missense_Mutation G A p.P176S 44 27 0.614 1.364 2 2 0 23 mediatorEcomplexEsubunitE22 ENST00000491289.1

Case#1'Relapse'WholeTumor SARDH 9 136536738 Missense_Mutation G A p.R749W 129 30 0.233 0.517 2 2 0 88 sarcosineEdehydrogenase ENST00000371872.4

Case#1'Relapse'WholeTumor COL5A1 9 137693800 Splice_Site G A p.G985S 118 47 0.398 0.885 2 2 0 90 collagen,EtypeEV,EalphaE1 ENST00000371817.3

Case#1'Relapse'WholeTumor C9orf62 9 138236023 Missense_Mutation G A p.G77R 55 16 0.291 0.646 2 2 0 67 chromosomeE9EopenEreadingEframeE62 ENST00000320778.2

Case#1'Relapse'WholeTumor PMPCA 9 139311617 Missense_Mutation C T p.A283V 101 20 0.198 0.440 2 2 0 71 peptidaseE(mitochondrialEprocessing)Ealpha ENST00000371717.3

Case#1'Relapse'WholeTumor LCN15 9 139658209 Missense_Mutation G A p.A88V 67 37 0.552 1.227 2 2 0 52 lipocalinE15 ENST00000316144.5

Case#1'Relapse'WholeTumor ABCA2 9 139916431 Missense_Mutation G A p.P196L 129 27 0.209 0.465 2 2 0 91 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE2 ENST00000371605.3

Case#1'Relapse'WholeTumor KAL1 X 8553349 Missense_Mutation C T p.R272Q 75 33 0.440 NA NA NA NA 56 KallmannEsyndromeE1Esequence ENST00000262648.3

Case#1'Relapse'WholeTumor MBTPS2 X 21863393 Missense_Mutation C T p.P110L 57 32 0.561 NA NA NA NA 41 membrane'boundEtranscriptionEfactorEpeptidase,EsiteE2 ENST00000379484.5

Case#1'Relapse'WholeTumor MAGEB6 X 26212568 Missense_Mutation T C p.L202S 72 35 0.486 NA NA NA NA 63 melanomaEantigenEfamilyEB,E6 ENST00000379034.1

Case#1'Relapse'WholeTumor DCAF8L2 X 27765397 Missense_Mutation G A p.E129K 56 27 0.482 NA NA NA NA 39 DDB1EandECUL4EassociatedEfactorE8'likeE2 ENST00000451261.2

Case#1'Relapse'WholeTumor DCAF8L1 X 27999214 Missense_Mutation C T p.E80K 152 51 0.336 NA NA NA NA 95 DDB1EandECUL4EassociatedEfactorE8'likeE1 ENST00000441525.1

Case#1'Relapse'WholeTumor MAGEB2 X 30237541 Missense_Mutation G A p.E282K 65 29 0.446 NA NA NA NA 77 melanomaEantigenEfamilyEB,E2 ENST00000378988.4

Case#1'Relapse'WholeTumor FAM47A X 34149036 Missense_Mutation C T p.E454K 95 35 0.368 NA NA NA NA 61 familyEwithEsequenceEsimilarityE47,EmemberEA ENST00000346193.3

Case#1'Relapse'WholeTumor CXorf22 X 35984681 Splice_Site G A 23 11 0.478 NA NA NA NA 27 chromosomeEXEopenEreadingEframeE22 ENST00000297866.5

Case#1'Relapse'WholeTumor CXorf30 X 36337365 Missense_Mutation G A p.D242N 33 18 0.545 NA NA NA NA 25 chromosomeEXEopenEreadingEframeE30 ENST00000378657.4

Case#1'Relapse'WholeTumor USP9X X 41048592 Frame_Shift_Ins ' ACGA p.'1282fs 96 48 0.500 NA NA NA NA 65 ubiquitinEspecificEpeptidaseE9,EX'linked ENST00000324545.8

Case#1'Relapse'WholeTumor USP9X X 41075197 Missense_Mutation C T p.L1793F 147 55 0.374 NA NA NA NA 93 ubiquitinEspecificEpeptidaseE9,EX'linked ENST00000324545.8

Case#1'Relapse'WholeTumor DDX3X X 41205773 Missense_Mutation C G p.L505V 103 46 0.447 NA NA NA NA 79 DEADE(Asp'Glu'Ala'Asp)EboxEhelicaseE3,EX'linked ENST00000399959.2

Case#1'Relapse'WholeTumor CACNA1F X 49067877 Missense_Mutation G A p.P1400S 48 20 0.417 NA NA NA NA 35 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1FEsubunit ENST00000376265.2

Case#1'Relapse'WholeTumor CCNB3 X 50051581 Missense_Mutation G A p.D138N 87 45 0.517 NA NA NA NA 51 cyclinEB3 ENST00000376042.1

Case#1'Relapse'WholeTumor KIAA2022 X 73960373 Missense_Mutation G A p.P1340L 34 20 0.588 NA NA NA NA 22 KIAA2022 ENST00000055682.6

Case#1'Relapse'WholeTumor KIAA2022 X 73961246 Missense_Mutation G A p.S1049F 70 27 0.386 NA NA NA NA 61 KIAA2022 ENST00000055682.6

Case#1'Relapse'WholeTumor CYSLTR1 X 77529237 Missense_Mutation C T p.E3K 16 7 0.438 NA NA NA NA 21 cysteinylEleukotrieneEreceptorE1 ENST00000373304.3

Case#1'Relapse'WholeTumor PCDH19 X 99551514 Missense_Mutation GG AA p.H1070Y 33 13 0.394 NA NA NA NA 22 protocadherinE19 ENST00000373034.4
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Case#1'Relapse'WholeTumor TAF7L X 100531091 Missense_Mutation A G p.I394T 36 12 0.333 NA NA NA NA 25

TAF7'likeERNAEpolymeraseEII,ETATAEboxEbindingEproteinE(TBP)'

associatedEfactor,E50kDa ENST00000372907.3

Case#1'Relapse'WholeTumor ESX1 X 103499146 Missense_Mutation CC AT p.G65D 24 11 0.458 NA NA NA NA 22 ESXEhomeoboxE1 ENST00000372588.4

Case#1'Relapse'WholeTumor NRK X 105132299 Missense_Mutation G A p.D89N 33 20 0.606 NA NA NA NA 31 NikErelatedEkinase ENST00000243300.9

Case#1'Relapse'WholeTumor CAPN6 X 110497543 Missense_Mutation G A p.S85F 86 28 0.326 NA NA NA NA 60 calpainE6 ENST00000324068.1

Case#1'Relapse'WholeTumor LRCH2 X 114358531 Missense_Mutation G A p.P609L 54 28 0.519 NA NA NA NA 53

leucine'richErepeatsEandEcalponinEhomologyE(CH)EdomainE

containingE2 ENST00000317135.8

Case#1'Relapse'WholeTumor TENM1 X 123838976 Missense_Mutation G A p.S301F 94 37 0.394 NA NA NA NA 78 teneurinEtransmembraneEproteinE1 ENST00000371130.3

Case#1'Relapse'WholeTumor ARHGAP36 X 130220631 Missense_Mutation C T p.S493F 69 22 0.319 NA NA NA NA 55 RhoEGTPaseEactivatingEproteinE36 ENST00000276211.5

Case#1'Relapse'WholeTumor GPR112 X 135431303 Missense_Mutation C T p.S1813F 53 18 0.340 NA NA NA NA 52 GEprotein'coupledEreceptorE112 ENST00000394143.1

Case#1'Relapse'WholeTumor F9 X 138643980 Missense_Mutation G A p.R379Q 45 24 0.533 NA NA NA NA 30 coagulationEfactorEIX ENST00000218099.2

Case#1'Relapse'WholeTumor BGN X 152772308 Missense_Mutation G A p.E233K 48 15 0.313 NA NA NA NA 32 biglycan ENST00000331595.4

Case#1'Relapse'WholeTumor PDZD4 X 153071546 Frame_Shift_Del CA ' p.*177fs 95 34 0.358 NA NA NA NA 72 PDZEdomainEcontainingE4 ENST00000164640.4

Case#1'Relapse'WholeTumor SLC9B1P1 Y 13501691 Missense_Mutation G A p.S173L 95 37 0.389 NA NA NA NA 67

soluteEcarrierEfamilyE9,EsubfamilyEBE(NHA1,EcationEprotonE

antiporterE1),EmemberE1EpseudogeneE1 ENST00000331172.6

Case#1'Baseline'WholeTumor PRDM16 1 3321331 Missense_Mutation G A p.E305K 86 28 0.326 0.412 2 1 1 62 PREdomainEcontainingE16 ENST00000270722.5

Case#1'Baseline'WholeTumor EXOSC10 1 11158126 Missense_Mutation G A p.P67S 69 30 0.435 0.550 2 1 1 59 exosomeEcomponentE10 ENST00000376936.4

Case#1'Baseline'WholeTumor PLOD1 1 12017971 Missense_Mutation G A p.E272K 121 52 0.430 0.544 2 1 1 114 procollagen'lysine,E2'oxoglutarateE5'dioxygenaseE1 ENST00000196061.4

Case#1'Baseline'WholeTumor PRAMEF4 1 12941719 Missense_Mutation C T p.M277I 559 105 0.188 0.238 2 1 1 694 PRAMEEfamilyEmemberE4 ENST00000235349.5

Case#1'Baseline'WholeTumor PRAMEF22 1 13036403 Missense_Mutation G A p.E159K 312 66 0.212 0.268 2 1 1 441 PRAMEEfamilyEmemberE22 ENST00000376187.1

Case#1'Baseline'WholeTumor RSC1A1 1 15987133 Missense_Mutation C T p.S257F 35 14 0.400 0.506 2 1 1 35 regulatoryEsoluteEcarrierEprotein,EfamilyE1,EmemberE1 ENST00000345034.1

Case#1'Baseline'WholeTumor FAM131C 1 16385124 Missense_Mutation GG AA p.S217F 142 20 0.141 0.178 2 1 1 132 familyEwithEsequenceEsimilarityE131,EmemberEC ENST00000375662.4

Case#1'Baseline'WholeTumor FBXO42 1 16577779 Missense_Mutation G A p.P514S 62 21 0.339 0.429 2 1 1 69 F'boxEproteinE42 ENST00000375592.3

Case#1'Baseline'WholeTumor NBPF1 1 16892277 Missense_Mutation G A p.A972V 133 11 0.083 0.105 2 1 1 74 neuroblastomaEbreakpointEfamily,EmemberE1 ENST00000430580.2

Case#1'Baseline'WholeTumor NBPF1 1 16895613 Missense_Mutation G A p.H857Y 1129 109 0.097 0.122 2 1 1 1742 neuroblastomaEbreakpointEfamily,EmemberE1 ENST00000430580.2

Case#1'Baseline'WholeTumor UBR4 1 19411143 Nonsense_Mutation G A p.Q4955* 91 28 0.308 0.389 2 1 1 94 ubiquitinEproteinEligaseEE3EcomponentEn'recogninE4 ENST00000375254.3

Case#1'Baseline'WholeTumor HSPG2 1 22170753 Missense_Mutation G A p.S2835F 104 30 0.288 0.365 2 1 1 72 heparanEsulfateEproteoglycanE2 ENST00000374695.3

Case#1'Baseline'WholeTumor LACTBL1 1 23285254 Missense_Mutation C T p.M159I 48 16 0.333 0.422 2 1 1 55 lactamase,Ebeta'likeE1 ENST00000426928.2

Case#1'Baseline'WholeTumor IL22RA1 1 24447965 Missense_Mutation G A p.A352V 97 40 0.412 0.522 2 1 1 96 interleukinE22Ereceptor,EalphaE1 ENST00000270800.1

Case#1'Baseline'WholeTumor YTHDF2 1 29070382 Missense_Mutation C G p.L534V 127 44 0.346 0.439 2 1 1 112 YTHEdomainEfamily,EmemberE2 ENST00000373812.3

Case#1'Baseline'WholeTumor CSMD2 1 34037163 Nonsense_Mutation C T p.W2642* 81 27 0.333 0.422 2 1 1 88 CUBEandESushiEmultipleEdomainsE2 ENST00000373381.4

Case#1'Baseline'WholeTumor CSMD2 1 34128655 Missense_Mutation C T p.D237N 43 20 0.465 0.589 2 1 1 37 CUBEandESushiEmultipleEdomainsE2 ENST00000373380.1

Case#1'Baseline'WholeTumor CSMD2 1 34401378 Missense_Mutation G A p.P232L 28 8 0.286 0.362 2 1 1 27 CUBEandESushiEmultipleEdomainsE2 ENST00000373381.4

Case#1'Baseline'WholeTumor ZMYM4 1 35885142 Missense_Mutation C T p.P1504L 79 38 0.481 0.609 2 1 1 125 zincEfinger,EMYM'typeE4 ENST00000314607.6

Case#1'Baseline'WholeTumor MACF1 1 39823309 Missense_Mutation C T p.S3901F 75 31 0.413 0.523 2 1 1 67 microtubule'actinEcrosslinkingEfactorE1 ENST00000372915.3

Case#1'Baseline'WholeTumor NFYC 1 41236181 Frame_Shift_Ins ' C p.HP353fs 71 27 0.380 0.481 2 1 1 77 nuclearEtranscriptionEfactorEY,Egamma ENST00000308733.5

Case#1'Baseline'WholeTumor C1orf50 1 43240949 Missense_Mutation C T p.P162S 66 24 0.364 0.460 2 1 1 74 chromosomeE1EopenEreadingEframeE50 ENST00000372525.5

Case#1'Baseline'WholeTumor KLF17 1 44595265 Missense_Mutation C T p.P108S 61 20 0.328 0.415 2 1 1 48 Kruppel'likeEfactorE17 ENST00000372299.3

Case#1'Baseline'WholeTumor PTCH2 1 45297861 Missense_Mutation GG AA p.L140F 78 30 0.385 0.487 2 1 1 90 patchedE2 ENST00000372192.3

Case#1'Baseline'WholeTumor SLC5A9 1 48694988 Missense_Mutation C T p.L121F 66 28 0.424 0.537 2 1 1 67 soluteEcarrierEfamilyE5E(sodium/sugarEcotransporter),EmemberE9 ENST00000438567.2

Case#1'Baseline'WholeTumor ECHDC2 1 53370732 Missense_Mutation G A p.T163I 93 43 0.462 0.585 2 1 1 77 enoylECoAEhydrataseEdomainEcontainingE2 ENST00000371522.4

Case#1'Baseline'WholeTumor PODN 1 53543414 Missense_Mutation G A p.E314K 65 27 0.415 0.526 2 1 1 66 podocan ENST00000312553.5

Case#1'Baseline'WholeTumor FAM151A 1 55088975 Missense_Mutation G A p.L32F 150 42 0.280 0.354 2 1 1 153 familyEwithEsequenceEsimilarityE151,EmemberEA ENST00000302250.2

Case#1'Baseline'WholeTumor TTC22 1 55266809 Missense_Mutation C T p.D10N 48 20 0.417 0.527 2 1 1 40 tetratricopeptideErepeatEdomainE22 ENST00000371276.4

Case#1'Baseline'WholeTumor C1orf168 1 57219580 Missense_Mutation C T p.E387K 94 26 0.277 0.350 2 1 1 124 chromosomeE1EopenEreadingEframeE168 ENST00000343433.6

Case#1'Baseline'WholeTumor C1orf168 1 57257903 Missense_Mutation G A p.P195S 49 9 0.184 0.232 2 1 1 69 chromosomeE1EopenEreadingEframeE168 ENST00000343433.6

Case#1'Baseline'WholeTumor C1orf168 1 57257998 Missense_Mutation C T p.G163E 60 19 0.317 0.401 2 1 1 73 chromosomeE1EopenEreadingEframeE168 ENST00000343433.6

Case#1'Baseline'WholeTumor C8B 1 57417854 Splice_Site C T 81 37 0.457 0.578 2 1 1 99 complementEcomponentE8,EbetaEpolypeptide ENST00000371237.4

Case#1'Baseline'WholeTumor FGGY 1 60139762 Missense_Mutation C T p.A490V 101 48 0.475 0.602 2 1 1 117 FGGYEcarbohydrateEkinaseEdomainEcontaining ENST00000303721.7

Case#1'Baseline'WholeTumor L1TD1 1 62676451 Nonsense_Mutation C T p.Q669* 36 14 0.389 0.492 2 1 1 39 LINE'1EtypeEtransposaseEdomainEcontainingE1 ENST00000498273.1

Case#1'Baseline'WholeTumor PGM1 1 64125279 Missense_Mutation C T p.S541F 46 17 0.370 0.468 2 1 1 59 phosphoglucomutaseE1 ENST00000371084.3

Case#1'Baseline'WholeTumor CACHD1 1 65131810 Missense_Mutation G A p.G783S 72 30 0.417 0.527 2 1 1 76 cacheEdomainEcontainingE1 ENST00000371073.2

Case#1'Baseline'WholeTumor TCTEX1D1 1 67242961 Missense_Mutation A C p.M122L 67 30 0.448 0.567 2 1 1 84 Tctex1EdomainEcontainingE1 ENST00000282670.2

Case#1'Baseline'WholeTumor DEPDC1 1 68944934 Missense_Mutation C T p.G669R 70 27 0.386 0.488 2 1 1 66 DEPEdomainEcontainingE1 ENST00000456315.2

Case#1'Baseline'WholeTumor LRRC7 1 70504734 Missense_Mutation G A p.G1038E 69 31 0.449 0.569 2 1 1 47 leucineErichErepeatEcontainingE7 ENST00000035383.5

Case#1'Baseline'WholeTumor SLC44A5 1 75708615 Missense_Mutation C T p.E143K 61 16 0.262 0.332 2 1 1 73 soluteEcarrierEfamilyE44,EmemberE5 ENST00000370855.5

Case#1'Baseline'WholeTumor AK5 1 77752704 Missense_Mutation G A p.E47K 88 37 0.420 0.532 2 1 1 103 adenylateEkinaseE5 ENST00000354567.2

Case#1'Baseline'WholeTumor GIPC2 1 78560732 Missense_Mutation C T p.H175Y 93 36 0.387 0.490 2 1 1 104 GIPCEPDZEdomainEcontainingEfamily,EmemberE2 ENST00000370759.3

Case#1'Baseline'WholeTumor CLCA2 1 86913369 Missense_Mutation G A p.G631E 80 32 0.400 0.506 2 1 1 101 chlorideEchannelEaccessoryE2 ENST00000370565.4

Case#1'Baseline'WholeTumor LRRC8B 1 90048448 Missense_Mutation CC TT p.S80F 44 13 0.295 0.374 2 1 1 49 leucineErichErepeatEcontainingE8Efamily,EmemberEB ENST00000330947.2

Case#1'Baseline'WholeTumor F3 1 95005853 Missense_Mutation C T p.E58K 103 44 0.427 0.541 2 1 1 141 coagulationEfactorEIIIE(thromboplastin,EtissueEfactor) ENST00000334047.7

Case#1'Baseline'WholeTumor DPYD 1 98293682 Missense_Mutation C T p.R74Q 38 12 0.316 0.400 2 1 1 66 dihydropyrimidineEdehydrogenase ENST00000370192.3

Case#1'Baseline'WholeTumor OLFM3 1 102270241 Nonsense_Mutation A C p.Y330* 53 26 0.491 0.621 2 1 1 84 olfactomedinE3 ENST00000338858.5

Case#1'Baseline'WholeTumor COL11A1 1 103364320 Missense_Mutation C T p.G1384S 113 36 0.319 0.403 2 1 1 119 collagen,EtypeEXI,EalphaE1 ENST00000370096.3

Case#1'Baseline'WholeTumor COL11A1 1 103463909 Missense_Mutation C T p.G718E 77 24 0.312 0.395 2 1 1 124 collagen,EtypeEXI,EalphaE1 ENST00000370096.3

Case#1'Baseline'WholeTumor CELSR2 1 109813876 Missense_Mutation C T p.S2545F 65 26 0.400 0.506 2 1 1 63 cadherin,EEGFELAGEseven'passEG'typeEreceptorE2 ENST00000271332.3

Case#1'Baseline'WholeTumor MYBPHL 1 109839414 Nonsense_Mutation G A p.Q241* 125 58 0.464 0.587 2 1 1 121 myosinEbindingEproteinEH'like ENST00000357155.1

Case#1'Baseline'WholeTumor AHCYL1 1 110527681 Frame_Shift_Ins ' TGCC p.'4fs 97 31 0.320 0.405 2 1 1 35 adenosylhomocysteinase'likeE1 ENST00000369799.5

Case#1'Baseline'WholeTumor LRIG2 1 113666581 Missense_Mutation C T p.S1019L 74 26 0.351 0.445 2 1 1 84 leucine'richErepeatsEandEimmunoglobulin'likeEdomainsE2 ENST00000361127.5

Case#1'Baseline'WholeTumor DENND2C 1 115164674 Missense_Mutation G A p.P357S 126 50 0.397 0.502 2 1 1 165 DENN/MADDEdomainEcontainingE2C ENST00000393274.1

Case#1'Baseline'WholeTumor SYCP1 1 115487554 Missense_Mutation G A p.R702Q 93 38 0.409 0.517 2 1 1 96 synaptonemalEcomplexEproteinE1 ENST00000369522.3

Case#1'Baseline'WholeTumor NGF 1 115829131 Missense_Mutation C T p.E96K 68 20 0.294 0.372 2 1 1 61 nerveEgrowthEfactorE(betaEpolypeptide) ENST00000369512.2

Case#1'Baseline'WholeTumor IGSF3 1 117142910 Missense_Mutation G A p.S561F 68 23 0.338 0.428 2 1 1 54 immunoglobulinEsuperfamily,EmemberE3 ENST00000369486.3

Case#1'Baseline'WholeTumor WDR3 1 118481139 Missense_Mutation T A p.D179E 76 29 0.382 0.483 2 1 1 98 WDErepeatEdomainE3 ENST00000349139.5

Case#1'Baseline'WholeTumor SPAG17 1 118624140 Missense_Mutation C T p.E630K 60 16 0.267 0.338 2 1 1 67 spermEassociatedEantigenE17 ENST00000336338.5

Case#1'Baseline'WholeTumor HSD3B2 1 119964548 Missense_Mutation G A p.E142K 89 28 0.315 0.398 2 1 1 104

hydroxy'delta'5'steroidEdehydrogenase,E3Ebeta'EandEsteroidEdelta'

isomeraseE2 ENST00000543831.1

Case#1'Baseline'WholeTumor HSD3B2 1 119965208 Missense_Mutation C T p.R362W 79 30 0.380 0.481 2 1 1 112

hydroxy'delta'5'steroidEdehydrogenase,E3Ebeta'EandEsteroidEdelta'

isomeraseE2 ENST00000543831.1

Case#1'Baseline'WholeTumor ANKRD35 1 145561858 Missense_Mutation CC TT p.P516L 82 21 0.256 0.301 3 2 1 66 ankyrinErepeatEdomainE35 ENST00000355594.4

Case#1'Baseline'WholeTumor FCGR1A 1 149759943 Missense_Mutation C T p.S110F 270 155 0.574 0.676 3 2 1 242 FcEfragmentEofEIgG,EhighEaffinityEIa,EreceptorE(CD64) ENST00000369168.4

Case#1'Baseline'WholeTumor TCHH 1 152080664 Nonsense_Mutation G A p.Q1677* 118 34 0.288 0.339 3 2 1 82 trichohyalin ENST00000368804.1

Case#1'Baseline'WholeTumor TCHH 1 152082830 Missense_Mutation C T p.E955K 89 22 0.247 0.291 3 2 1 72 trichohyalin ENST00000368804.1

Case#1'Baseline'WholeTumor HRNR 1 152190971 Missense_Mutation C T p.G1045D 305 78 0.256 0.301 3 2 1 246 hornerin ENST00000368801.2

Case#1'Baseline'WholeTumor FLG 1 152280808 Missense_Mutation C T p.G2185E 332 76 0.229 0.269 3 2 1 335 filaggrin ENST00000368799.1
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Case#1'Baseline'WholeTumor FLG 1 152283826 Missense_Mutation G A p.S1179F 324 90 0.278 0.327 3 2 1 338 filaggrin ENST00000368799.1
Case#1'Baseline'WholeTumor FLG 1 152284345 Missense_Mutation C T p.G1006E 230 76 0.330 0.389 3 2 1 225 filaggrin ENST00000368799.1
Case#1'Baseline'WholeTumor FLG2 1 152325229 Missense_Mutation C T p.G1678E 275 84 0.305 0.360 3 2 1 315 filaggrinEfamilyEmemberE2 ENST00000388718.5
Case#1'Baseline'WholeTumor CRNN 1 152382120 Missense_Mutation C T p.G480S 121 8 0.066 0.078 3 2 1 84 cornulin ENST00000271835.3
Case#1'Baseline'WholeTumor CRNN 1 152383101 Nonsense_Mutation G A p.Q153* 61 30 0.492 0.579 3 2 1 53 cornulin ENST00000271835.3
Case#1'Baseline'WholeTumor S100A3 1 153520165 Missense_Mutation G A p.S100F 188 54 0.287 0.338 3 2 1 128 S100EcalciumEbindingEproteinEA3 ENST00000368713.3
Case#1'Baseline'WholeTumor SNAPIN 1 153633746 Missense_Mutation G A p.G127E 98 19 0.194 0.228 3 2 1 79 SNAP'associatedEprotein ENST00000368685.5
Case#1'Baseline'WholeTumor NUP210L 1 154062058 Nonsense_Mutation G A p.R734* 78 17 0.218 0.257 3 2 1 50 nucleoporinE210kDa'like ENST00000368559.3
Case#1'Baseline'WholeTumor UBAP2L 1 154228226 Missense_Mutation C T p.L718F 109 32 0.294 0.346 3 2 1 73 ubiquitinEassociatedEproteinE2'like ENST00000361546.2
Case#1'Baseline'WholeTumor BCAN 1 156622520 Missense_Mutation C T p.S593F 37 12 0.324 0.382 3 2 1 34 brevican ENST00000329117.5
Case#1'Baseline'WholeTumor PRCC 1 156756716 Missense_Mutation C T p.S278F 57 5 0.088 0.103 3 2 1 72 papillaryErenalEcellEcarcinomaE(translocation'associated) ENST00000271526.4
Case#1'Baseline'WholeTumor FCRL2 1 157737021 Splice_Site C A p.G388* 35 6 0.171 0.202 3 2 1 36 FcEreceptor'likeE2 ENST00000361516.3
Case#1'Baseline'WholeTumor OR10T2 1 158368898 Missense_Mutation C T p.G120E 52 18 0.346 0.407 3 2 1 39 olfactoryEreceptor,EfamilyE10,EsubfamilyET,EmemberE2 ENST00000334438.1

Case#1'Baseline'WholeTumor OR10X1 1 158548760 Missense_Mutation C T p.M310I 116 32 0.276 0.325 3 2 1 104
olfactoryEreceptor,EfamilyE10,EsubfamilyEX,EmemberE1E

(gene/pseudogene) ENST00000368150.1
Case#1'Baseline'WholeTumor SPTA1 1 158585076 Nonsense_Mutation G A p.Q2240* 113 28 0.248 0.292 3 2 1 86 spectrin,Ealpha,EerythrocyticE1 ENST00000368147.4
Case#1'Baseline'WholeTumor OR6K3 1 158687250 Missense_Mutation C T p.R235K 86 15 0.174 0.205 3 2 1 63 olfactoryEreceptor,EfamilyE6,EsubfamilyEK,EmemberE3 ENST00000368146.1
Case#1'Baseline'WholeTumor OR6N1 1 158736124 Missense_Mutation C T p.A117T 75 43 0.573 0.675 3 2 1 72 olfactoryEreceptor,EfamilyE6,EsubfamilyEN,EmemberE1 ENST00000335094.2
Case#1'Baseline'WholeTumor OR10J1 1 159410110 Missense_Mutation T G p.F188V 102 32 0.314 0.369 3 2 1 98 olfactoryEreceptor,EfamilyE10,EsubfamilyEJ,EmemberE1 ENST00000423932.3
Case#1'Baseline'WholeTumor CRP 1 159683805 Missense_Mutation G A p.S62F 34 20 0.588 0.692 3 2 1 51 C'reactiveEprotein,Epentraxin'related ENST00000255030.5
Case#1'Baseline'WholeTumor SLAMF8 1 159799815 Missense_Mutation C T p.S67F 53 32 0.604 0.711 3 2 1 30 SLAMEfamilyEmemberE8 ENST00000289707.5
Case#1'Baseline'WholeTumor LY9 1 160783554 Missense_Mutation G A p.E195K 91 19 0.209 0.246 3 2 1 110 lymphocyteEantigenE9 ENST00000263285.6
Case#1'Baseline'WholeTumor ITLN1 1 160851081 Nonsense_Mutation G A p.Q143* 126 28 0.222 0.262 3 2 1 110 intelectinE1E(galactofuranoseEbinding) ENST00000326245.3
Case#1'Baseline'WholeTumor FCGR3A 1 161518217 Missense_Mutation G A p.H105Y 345 36 0.104 0.123 3 2 1 244 FcEfragmentEofEIgG,ElowEaffinityEIIIa,EreceptorE(CD16a) ENST00000436743.1
Case#1'Baseline'WholeTumor UHMK1 1 162487933 Missense_Mutation C T p.P356S 189 42 0.222 0.262 3 2 1 133 U2AFEhomologyEmotifE(UHM)EkinaseE1 ENST00000489294.1
Case#1'Baseline'WholeTumor RGS5 1 163122504 Missense_Mutation C T p.G74R 96 52 0.542 0.638 3 2 1 63 regulatorEofEG'proteinEsignalingE5 ENST00000313961.5
Case#1'Baseline'WholeTumor MAEL 1 166960705 Missense_Mutation GG AA p.G106N 111 32 0.288 0.339 3 2 1 104 maelstromEspermatogenicEtransposonEsilencer ENST00000367872.4
Case#1'Baseline'WholeTumor CD247 1 167402275 Missense_Mutation C T p.D139N 54 31 0.574 0.676 3 2 1 48 CD247Emolecule ENST00000362089.5
Case#1'Baseline'WholeTumor ADCY10 1 167871277 Missense_Mutation C T p.G90E 109 32 0.294 0.346 3 2 1 80 adenylateEcyclaseE10E(soluble) ENST00000367851.4
Case#1'Baseline'WholeTumor NME7 1 169292461 Missense_Mutation C T p.E58K 78 30 0.385 0.453 3 2 1 55 NME/NM23EfamilyEmemberE7 ENST00000367811.3
Case#1'Baseline'WholeTumor CCDC181 1 169391259 Missense_Mutation A T p.L137H 33 6 0.182 0.214 3 2 1 29 coiled'coilEdomainEcontainingE181 ENST00000367806.3
Case#1'Baseline'WholeTumor FMO4 1 171292331 Splice_Site G A p.K107K 84 10 0.119 0.140 3 2 1 97 flavinEcontainingEmonooxygenaseE4 ENST00000367749.3
Case#1'Baseline'WholeTumor SLC9C2 1 173545816 Missense_Mutation C T p.E296K 63 23 0.365 0.430 3 2 1 32 soluteEcarrierEfamilyE9,EmemberEC2E(putative) ENST00000367714.3
Case#1'Baseline'WholeTumor SLC9C2 1 173567152 Missense_Mutation G A p.P83L 95 29 0.305 0.359 3 2 1 43 soluteEcarrierEfamilyE9,EmemberEC2E(putative) ENST00000367714.3
Case#1'Baseline'WholeTumor TNN 1 175046583 Missense_Mutation C T p.P10L 35 10 0.286 0.336 3 2 1 25 tenascinEN ENST00000239462.4
Case#1'Baseline'WholeTumor TNR 1 175293631 Missense_Mutation C T p.G1273E 127 22 0.173 0.204 3 2 1 93 tenascinER ENST00000367674.2
Case#1'Baseline'WholeTumor TNR 1 175324709 Missense_Mutation G A p.S1060F 84 25 0.298 0.350 3 2 1 85 tenascinER ENST00000367674.2
Case#1'Baseline'WholeTumor TNR 1 175325572 Missense_Mutation C T p.G1001R 138 41 0.297 0.350 3 2 1 124 tenascinER ENST00000367674.2
Case#1'Baseline'WholeTumor TNR 1 175331865 Missense_Mutation C T p.E930K 209 133 0.636 0.749 3 2 1 226 tenascinER ENST00000367674.2
Case#1'Baseline'WholeTumor PAPPA2 1 176525628 Missense_Mutation G A p.R57Q 65 15 0.231 0.272 3 2 1 106 pappalysinE2 ENST00000367662.3
Case#1'Baseline'WholeTumor PAPPA2 1 176709218 Missense_Mutation C T p.S1346L 65 15 0.231 0.272 3 2 1 85 pappalysinE2 ENST00000367662.3
Case#1'Baseline'WholeTumor ASTN1 1 176926845 Missense_Mutation G A p.S627L 79 21 0.266 0.313 3 2 1 106 astrotactinE1 ENST00000367654.3
Case#1'Baseline'WholeTumor ASTN1 1 177133719 Missense_Mutation C T p.E32K 48 12 0.250 0.294 3 2 1 31 astrotactinE1 ENST00000367654.3
Case#1'Baseline'WholeTumor RASAL2 1 178423643 Missense_Mutation G A p.G543R 123 30 0.244 0.287 3 2 1 74 RASEproteinEactivatorElikeE2 ENST00000462775.1
Case#1'Baseline'WholeTumor QSOX1 1 180158768 Missense_Mutation C T p.P367S 82 28 0.341 0.402 3 2 1 79 quiescinEQ6EsulfhydrylEoxidaseE1 ENST00000367602.3
Case#1'Baseline'WholeTumor CACNA1E 1 181695231 Nonsense_Mutation C T p.Q725* 69 30 0.435 0.512 3 2 1 79 calciumEchannel,Evoltage'dependent,EREtype,EalphaE1EEsubunit ENST00000367573.2
Case#1'Baseline'WholeTumor RGSL1 1 182443171 Missense_Mutation G A p.E309K 53 15 0.283 0.333 3 2 1 50 regulatorEofEG'proteinEsignalingElikeE1 ENST00000294854.8
Case#1'Baseline'WholeTumor NMNAT2 1 183261971 Missense_Mutation G C p.R66G 68 13 0.191 0.225 3 2 1 63 nicotinamideEnucleotideEadenylyltransferaseE2 ENST00000287713.6
Case#1'Baseline'WholeTumor SMG7 1 183498642 Nonsense_Mutation C T p.R273* 114 23 0.202 0.238 3 2 1 87 SMG7EnonsenseEmediatedEmRNAEdecayEfactor ENST00000347615.2
Case#1'Baseline'WholeTumor FAM129A 1 184764464 Missense_Mutation C T p.E812K 52 14 0.269 0.317 3 2 1 50 familyEwithEsequenceEsimilarityE129,EmemberEA ENST00000367511.3
Case#1'Baseline'WholeTumor HMCN1 1 186059892 Missense_Mutation C T p.P3244S 80 17 0.213 0.250 3 2 1 70 hemicentinE1 ENST00000271588.4
Case#1'Baseline'WholeTumor HMCN1 1 186084051 Missense_Mutation C T p.R3793C 116 34 0.293 0.345 3 2 1 98 hemicentinE1 ENST00000271588.4
Case#1'Baseline'WholeTumor PRG4 1 186276622 Missense_Mutation G A p.E591K 102 25 0.245 0.289 3 2 1 76 proteoglycanE4 ENST00000445192.2
Case#1'Baseline'WholeTumor PDC 1 186413125 Missense_Mutation C T p.E243K 103 24 0.233 0.274 3 2 1 97 phosducin ENST00000391997.2
Case#1'Baseline'WholeTumor UCHL5 1 192993057 Nonsense_Mutation G A p.R217* 77 26 0.338 0.398 3 2 1 52 ubiquitinEcarboxyl'terminalEhydrolaseEL5 ENST00000367455.4
Case#1'Baseline'WholeTumor PTPRC 1 198718604 Missense_Mutation G A p.D998N 65 32 0.492 0.580 3 2 1 51 proteinEtyrosineEphosphatase,EreceptorEtype,EC ENST00000367376.2
Case#1'Baseline'WholeTumor CACNA1S 1 201039480 Missense_Mutation GG AA p.P760L 65 42 0.646 0.761 3 2 1 27 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1SEsubunit ENST00000362061.3
Case#1'Baseline'WholeTumor PKP1 1 201294101 Missense_Mutation C T p.L644F 99 30 0.303 0.357 3 2 1 78 plakophilinE1 ENST00000352845.3
Case#1'Baseline'WholeTumor LGR6 1 202287440 Missense_Mutation C T p.S670F 118 37 0.314 0.369 3 2 1 59 leucine'richErepeatEcontainingEGEprotein'coupledEreceptorE6 ENST00000367278.3
Case#1'Baseline'WholeTumor FMOD 1 203317046 Missense_Mutation G A p.T118I 137 41 0.299 0.352 3 2 1 97 fibromodulin ENST00000354955.4
Case#1'Baseline'WholeTumor NFASC 1 204949527 Missense_Mutation G A p.G736R 121 27 0.223 0.263 3 2 1 83 neurofascin ENST00000401399.1
Case#1'Baseline'WholeTumor CR1 1 207751155 Missense_Mutation C T p.P1515S 282 166 0.589 0.693 3 2 1 276 complementEcomponentE(3b/4b)EreceptorE1E(KnopsEbloodEgroup) ENST00000367049.4
Case#1'Baseline'WholeTumor C1orf74 1 209956207 Missense_Mutation G A p.S258F 76 32 0.421 0.496 3 2 1 61 chromosomeE1EopenEreadingEframeE74 ENST00000294811.1

Case#1'Baseline'WholeTumor KCNH1 1 211263988 Missense_Mutation C T p.E119K 111 36 0.324 0.382 3 2 1 95
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE1 ENST00000271751.4
Case#1'Baseline'WholeTumor USH2A 1 216498829 Missense_Mutation G A p.P321S 108 65 0.602 0.709 3 2 1 89 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#1'Baseline'WholeTumor C1orf65 1 223568085 Missense_Mutation A G p.N423S 39 8 0.205 0.241 3 2 1 21 ENST00000366875.3
Case#1'Baseline'WholeTumor DNAH14 1 225380471 Missense_Mutation G A p.G1488E 63 12 0.190 0.224 3 2 1 53 dynein,Eaxonemal,EheavyEchainE14 ENST00000445597.2
Case#1'Baseline'WholeTumor IBA57 1 228362852 Missense_Mutation C T p.P237S 223 132 0.592 0.697 3 2 1 150 IBA57,Eiron'sulfurEclusterEassemblyEhomologE(S.Ecerevisiae) ENST00000366711.3
Case#1'Baseline'WholeTumor OBSCN 1 228444456 Missense_Mutation G A p.E1472K 354 94 0.266 0.313 3 2 1 190 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#1'Baseline'WholeTumor OBSCN 1 228467086 Missense_Mutation C T p.T2446I 253 68 0.269 0.316 3 2 1 124 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#1'Baseline'WholeTumor OBSCN 1 228480416 Missense_Mutation C T p.A3599V 228 68 0.298 0.351 3 2 1 164 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#1'Baseline'WholeTumor OBSCN 1 228563861 Missense_Mutation GG AA p.G7647K 147 47 0.320 NA NA NA NA 91 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#1'Baseline'WholeTumor PCNXL2 1 233388499 Missense_Mutation C T p.E624K 64 11 0.172 0.202 3 2 1 57 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#1'Baseline'WholeTumor TARBP1 1 234565167 Missense_Mutation G A p.P956S 71 16 0.225 0.265 3 2 1 69 TARE(HIV'1)ERNAEbindingEproteinE1 ENST00000040877.1
Case#1'Baseline'WholeTumor B3GALNT2 1 235658121 Missense_Mutation G A p.P44S 113 31 0.274 0.323 3 2 1 80 beta'1,3'N'acetylgalactosaminyltransferaseE2 ENST00000366600.3
Case#1'Baseline'WholeTumor LYST 1 235926080 Missense_Mutation GG AA p.L2065F 97 32 0.330 0.388 3 2 1 60 lysosomalEtraffickingEregulator ENST00000389794.3
Case#1'Baseline'WholeTumor RYR2 1 237675076 Missense_Mutation C T p.S936L 68 29 0.426 0.502 3 2 1 57 ryanodineEreceptorE2E(cardiac) ENST00000366574.2
Case#1'Baseline'WholeTumor RYR2 1 237948261 Missense_Mutation G A p.E4417K 71 38 0.535 0.630 3 2 1 44 ryanodineEreceptorE2E(cardiac) ENST00000366574.2
Case#1'Baseline'WholeTumor RYR2 1 237965216 Splice_Site C T p.N4717N 131 30 0.229 0.270 3 2 1 112 ryanodineEreceptorE2E(cardiac) ENST00000366574.2
Case#1'Baseline'WholeTumor CHRM3 1 240071811 Missense_Mutation G A p.E354K 21 13 0.619 0.729 3 2 1 21 cholinergicEreceptor,EmuscarinicE3 ENST00000255380.4
Case#1'Baseline'WholeTumor RGS7 1 241262011 Missense_Mutation G A p.R44C 122 35 0.287 0.338 3 2 1 107 regulatorEofEG'proteinEsignalingE7 ENST00000407727.1
Case#1'Baseline'WholeTumor AKT3 1 243736329 Missense_Mutation C T p.E240K 99 32 0.323 0.381 3 2 1 85 v'aktEmurineEthymomaEviralEoncogeneEhomologE3 ENST00000366539.1
Case#1'Baseline'WholeTumor NLRP3 1 247586553 Missense_Mutation CG TA p.S102L 225 61 0.271 0.319 3 2 1 180 NLREfamily,EpyrinEdomainEcontainingE3 ENST00000336119.3
Case#1'Baseline'WholeTumor OR2G3 1 247769009 Missense_Mutation G A p.G41E 134 36 0.269 0.316 3 2 1 105 olfactoryEreceptor,EfamilyE2,EsubfamilyEG,EmemberE3 ENST00000320002.2
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Case#1'Baseline'WholeTumor OR6F1 1 247875661 Missense_Mutation C T p.G133R 66 20 0.303 0.357 3 2 1 55 olfactoryEreceptor,EfamilyE6,EsubfamilyEF,EmemberE1 ENST00000302084.2

Case#1'Baseline'WholeTumor OR2L3 1 248224777 Missense_Mutation G A p.R265Q 243 75 0.309 0.363 3 2 1 251 olfactoryEreceptor,EfamilyE2,EsubfamilyEL,EmemberE3 ENST00000359959.3

Case#1'Baseline'WholeTumor OR2M3 1 248366400 Missense_Mutation G A p.D11N 199 57 0.286 0.337 3 2 1 200 olfactoryEreceptor,EfamilyE2,EsubfamilyEM,EmemberE3 ENST00000456743.1

Case#1'Baseline'WholeTumor OR2M3 1 248366416 Missense_Mutation G A p.G16E 204 59 0.289 0.340 3 2 1 199 olfactoryEreceptor,EfamilyE2,EsubfamilyEM,EmemberE3 ENST00000456743.1

Case#1'Baseline'WholeTumor OR2T7 1 248604980 Missense_Mutation C T p.P158L 191 38 0.199 0.234 3 2 1 183 olfactoryEreceptor,EfamilyE2,EsubfamilyET,EmemberE7 ENST00000460972.3

Case#1'Baseline'WholeTumor OR2T27 1 248813686 Missense_Mutation G A p.P167L 88 40 0.455 0.535 3 2 1 82 olfactoryEreceptor,EfamilyE2,EsubfamilyET,EmemberE27 ENST00000344889.3

Case#1'Baseline'WholeTumor ADARB2 10 1779337 Missense_Mutation G A p.S3L 71 51 0.718 1.100 1 1 0 77 adenosineEdeaminase,ERNA'specific,EB2E(non'functional) ENST00000381312.1

Case#1'Baseline'WholeTumor CAMK1D 10 12856222 Missense_Mutation G A p.E224K 43 26 0.605 0.926 1 1 0 123 calcium/calmodulin'dependentEproteinEkinaseEID ENST00000378847.3

Case#1'Baseline'WholeTumor VIM 10 17271596 Missense_Mutation GG AA p.G59N 16 6 0.375 0.475 2 1 1 14 vimentin ENST00000224237.5

Case#1'Baseline'WholeTumor C10orf112 10 19498265 Missense_Mutation G A p.D179N 35 15 0.429 0.542 2 1 1 41 ENST00000454679.2

Case#1'Baseline'WholeTumor C10orf112 10 19636906 Missense_Mutation A T p.I666F 43 23 0.535 0.677 2 1 1 50 ENST00000454679.2

Case#1'Baseline'WholeTumor PLXDC2 10 20335803 Missense_Mutation T A p.D110E 73 24 0.329 0.416 2 1 1 104 plexinEdomainEcontainingE2 ENST00000377252.4

Case#1'Baseline'WholeTumor THNSL1 10 25313606 Missense_Mutation C T p.S485F 48 21 0.438 0.554 2 1 1 72 threonineEsynthase'likeE1E(S.Ecerevisiae) ENST00000524413.1

Case#1'Baseline'WholeTumor SVIL 10 29840084 Missense_Mutation G A p.S90L 56 19 0.339 0.429 2 1 1 89 supervillin ENST00000355867.4

Case#1'Baseline'WholeTumor GPRIN2 10 46999649 Missense_Mutation G A p.A257T 43 7 0.163 0.206 2 1 1 47 GEproteinEregulatedEinducerEofEneuriteEoutgrowthE2 ENST00000374317.1

Case#1'Baseline'WholeTumor ZNF488 10 48370630 Missense_Mutation G A p.R33K 177 72 0.407 0.515 2 1 1 154 zincEfingerEproteinE488 ENST00000395702.2

Case#1'Baseline'WholeTumor FRMPD2 10 49446153 Missense_Mutation C G p.A268P 57 9 0.158 0.200 2 1 1 58 FERMEandEPDZEdomainEcontainingE2 ENST00000374201.3

Case#1'Baseline'WholeTumor WDFY4 10 50028286 Missense_Mutation G A p.G1838E 24 7 0.292 0.369 2 1 1 38 WDFYEfamilyEmemberE4 ENST00000325239.5

Case#1'Baseline'WholeTumor C10orf128 10 50374999 Missense_Mutation G T p.F51L 34 14 0.412 0.521 2 1 1 56 chromosomeE10EopenEreadingEframeE128 ENST00000474718.1

Case#1'Baseline'WholeTumor OGDHL 10 50943359 Missense_Mutation C T p.G983E 97 40 0.412 0.522 2 1 1 110 oxoglutarateEdehydrogenase'like ENST00000374103.4

Case#1'Baseline'WholeTumor SGMS1 10 52103527 Missense_Mutation T C p.I116M 65 20 0.308 0.389 2 1 1 78 sphingomyelinEsynthaseE1 ENST00000361781.2

Case#1'Baseline'WholeTumor A1CF 10 52595855 Missense_Mutation C T p.A195T 102 48 0.471 0.596 2 1 1 89 APOBEC1EcomplementationEfactor ENST00000373993.1

Case#1'Baseline'WholeTumor MBL2 10 54531257 Missense_Mutation G A p.P47S 51 22 0.431 0.546 2 1 1 67 mannose'bindingElectinE(proteinEC)E2,Esoluble ENST00000373968.3

Case#1'Baseline'WholeTumor PCDH15 10 55569228 Missense_Mutation C T p.E1528K 94 36 0.383 0.485 2 1 1 119 protocadherin'relatedE15 ENST00000395445.1

Case#1'Baseline'WholeTumor PCDH15 10 55582166 Missense_Mutation A T p.F1774I 14 3 0.214 0.271 2 1 1 19 protocadherin'relatedE15 ENST00000320301.6

Case#1'Baseline'WholeTumor PCDH15 10 55582867 Missense_Mutation G A p.S1540L 87 39 0.448 0.567 2 1 1 112 protocadherin'relatedE15 ENST00000320301.6

Case#1'Baseline'WholeTumor PCDH15 10 55945022 Missense_Mutation C T p.D438N 60 21 0.350 0.443 2 1 1 92 protocadherin'relatedE15 ENST00000320301.6

Case#1'Baseline'WholeTumor FAM13C 10 61112097 Missense_Mutation T G p.N86T 100 45 0.450 0.570 2 1 1 97 familyEwithEsequenceEsimilarityE13,EmemberEC ENST00000373868.2

Case#1'Baseline'WholeTumor ANK3 10 61824037 Missense_Mutation C T p.R4110K 38 8 0.211 0.266 2 1 1 35 ankyrinE3,EnodeEofERanvierE(ankyrinEG) ENST00000280772.2

Case#1'Baseline'WholeTumor ARID5B 10 63850676 Missense_Mutation C T p.P485L 34 12 0.353 0.447 2 1 1 24 ATErichEinteractiveEdomainE5BE(MRF1'like) ENST00000279873.7

Case#1'Baseline'WholeTumor JMJD1C 10 64960426 Missense_Mutation G A p.R1696C 101 44 0.436 0.551 2 1 1 127 jumonjiEdomainEcontainingE1C ENST00000399262.2

Case#1'Baseline'WholeTumor RUFY2 10 70139242 Missense_Mutation T C p.I382V 35 6 0.171 0.217 2 1 1 23 RUNEandEFYVEEdomainEcontainingE2 ENST00000602465.1

Case#1'Baseline'WholeTumor CCAR1 10 70508974 Missense_Mutation G A p.G303E 135 48 0.356 0.450 2 1 1 119 cellEdivisionEcycleEandEapoptosisEregulatorE1 ENST00000265872.6

Case#1'Baseline'WholeTumor PALD1 10 72300880 Missense_Mutation C T p.A644V 80 30 0.375 0.475 2 1 1 50 phosphataseEdomainEcontaining,EpaladinE1 ENST00000263563.6

Case#1'Baseline'WholeTumor PRF1 10 72358636 Missense_Mutation C T p.E281K 107 44 0.411 0.521 2 1 1 78 perforinE1E(poreEformingEprotein) ENST00000441259.1

Case#1'Baseline'WholeTumor CDH23 10 73500633 Missense_Mutation G A p.V1520M 85 33 0.388 0.491 2 1 1 86 cadherin'relatedE23 ENST00000224721.6

Case#1'Baseline'WholeTumor P4HA1 10 74806804 Missense_Mutation G A p.P319L 107 46 0.430 0.544 2 1 1 100 prolylE4'hydroxylase,EalphaEpolypeptideEI ENST00000307116.2

Case#1'Baseline'WholeTumor TTC18 10 75034301 Missense_Mutation G A p.H979Y 67 28 0.418 0.529 2 1 1 87 ENST00000310715.3

Case#1'Baseline'WholeTumor PTEN 10 89720808 Missense_Mutation T C p.L320S 69 55 0.797 1.009 2 2 0 49 phosphataseEandEtensinEhomolog ENST00000371953.3

Case#1'Baseline'WholeTumor BTAF1 10 93719750 Missense_Mutation C T p.R368C 88 71 0.807 1.021 2 2 0 94

BTAF1ERNAEpolymeraseEII,EB'TFIIDEtranscriptionEfactor'associated,E

170kDa ENST00000265990.6

Case#1'Baseline'WholeTumor PLCE1 10 95791077 Missense_Mutation G A p.E92K 37 31 0.838 1.061 2 2 0 56 phospholipaseEC,EepsilonE1 ENST00000371380.3

Case#1'Baseline'WholeTumor TCTN3 10 97440329 Missense_Mutation G A p.S497F 67 57 0.851 1.077 2 2 0 95 tectonicEfamilyEmemberE3 ENST00000371217.5

Case#1'Baseline'WholeTumor SEC31B 10 102269137 Missense_Mutation G A p.P112L 37 30 0.811 1.026 2 2 0 38 SEC31EhomologEBE(S.Ecerevisiae) ENST00000370345.3

Case#1'Baseline'WholeTumor SORCS3 10 106918686 Missense_Mutation G A p.E556K 38 28 0.737 0.933 2 2 0 76 sortilin'relatedEVPS10EdomainEcontainingEreceptorE3 ENST00000369701.3

Case#1'Baseline'WholeTumor PNLIPRP3 10 118203946 Missense_Mutation G A p.G126D 52 39 0.750 0.949 2 2 0 72 pancreaticElipase'relatedEproteinE3 ENST00000369230.3

Case#1'Baseline'WholeTumor TACC2 10 123847216 Missense_Mutation C T p.S1734F 63 51 0.810 1.025 2 2 0 94 transforming,EacidicEcoiled'coilEcontainingEproteinE2 ENST00000369005.1

Case#1'Baseline'WholeTumor CTBP2 10 126691950 Missense_Mutation A G p.V57A 143 18 0.126 NA NA NA NA 94 C'terminalEbindingEproteinE2 ENST00000337195.5

Case#1'Baseline'WholeTumor NPS 10 129350899 Missense_Mutation C T p.S89L 28 26 0.929 1.175 2 2 0 58 neuropeptideES ENST00000398023.1

Case#1'Baseline'WholeTumor MKI67 10 129914052 Missense_Mutation G A p.S207F 36 27 0.750 0.949 2 2 0 51 markerEofEproliferationEKi'67 ENST00000368654.3

Case#1'Baseline'WholeTumor AL450307.1 10 133608090 Missense_Mutation G A p.P96S 55 46 0.836 1.059 2 2 0 43 ENST00000341866.3

Case#1'Baseline'WholeTumor TTC40 10 134699335 Missense_Mutation C T p.A1145T 50 39 0.780 0.987 2 2 0 39 ENST00000368586.5

Case#1'Baseline'WholeTumor MUC6 11 1016547 Missense_Mutation G A p.S2085F 150 49 0.327 0.414 2 1 1 179 mucinE6,EoligomericEmucus/gel'forming ENST00000421673.2

Case#1'Baseline'WholeTumor MUC5B 11 1270408 Missense_Mutation G A p.A4100T 272 61 0.224 0.284 2 1 1 211 mucinE5B,EoligomericEmucus/gel'forming ENST00000529681.1

Case#1'Baseline'WholeTumor OR52R1 11 4825594 Missense_Mutation C T p.G6E 88 29 0.330 0.417 2 1 1 89 olfactoryEreceptor,EfamilyE52,EsubfamilyER,EmemberE1 ENST00000356069.2

Case#1'Baseline'WholeTumor OR51S1 11 4870024 Missense_Mutation G A p.H139Y 61 13 0.213 0.270 2 1 1 88 olfactoryEreceptor,EfamilyE51,EsubfamilyES,EmemberE1 ENST00000322101.2

Case#1'Baseline'WholeTumor OR51G1 11 4945500 Missense_Mutation C T p.G24S 88 34 0.386 0.489 2 1 1 117 olfactoryEreceptor,EfamilyE51,EsubfamilyEG,EmemberE1 ENST00000321961.2

Case#1'Baseline'WholeTumor MMP26 11 5013192 Splice_Site A C 15 9 0.600 0.759 2 1 1 20 matrixEmetallopeptidaseE26 ENST00000380390.1

Case#1'Baseline'WholeTumor OR52J3 11 5068546 Missense_Mutation G A p.R264Q 59 25 0.424 0.536 2 1 1 100 olfactoryEreceptor,EfamilyE52,EsubfamilyEJ,EmemberE3 ENST00000380370.1

Case#1'Baseline'WholeTumor OR52E2 11 5079909 Missense_Mutation C T p.E317K 63 29 0.460 0.583 2 1 1 86 olfactoryEreceptor,EfamilyE52,EsubfamilyEE,EmemberE2 ENST00000321522.2

Case#1'Baseline'WholeTumor OR51B2 11 5345263 Missense_Mutation C T p.E89K 22 6 0.273 0.345 2 1 1 40 olfactoryEreceptor,EfamilyE51,EsubfamilyEB,EmemberE2 ENST00000328813.2

Case#1'Baseline'WholeTumor OR51I2 11 5475346 Missense_Mutation G A p.D210N 139 44 0.317 0.401 2 1 1 190 olfactoryEreceptor,EfamilyE51,EsubfamilyEI,EmemberE2 ENST00000341449.2

Case#1'Baseline'WholeTumor UBQLN3 11 5529629 Missense_Mutation G A p.S387F 72 31 0.431 0.545 2 1 1 77 ubiquilinE3 ENST00000311659.4

Case#1'Baseline'WholeTumor TRIM22 11 5730807 Nonsense_Mutation C T p.R476* 70 27 0.386 0.488 2 1 1 76 tripartiteEmotifEcontainingE22 ENST00000379965.3

Case#1'Baseline'WholeTumor OR56B4 11 6129543 Missense_Mutation G A p.E179K 37 11 0.297 0.376 2 1 1 50 olfactoryEreceptor,EfamilyE56,EsubfamilyEB,EmemberE4 ENST00000316529.3

Case#1'Baseline'WholeTumor NLRP10 11 7981652 Missense_Mutation C T p.E503K 51 14 0.275 0.347 2 1 1 57 NLREfamily,EpyrinEdomainEcontainingE10 ENST00000328600.2

Case#1'Baseline'WholeTumor KCNC1 11 17793758 Missense_Mutation C T p.P373S 48 25 0.521 0.659 2 1 1 35

potassiumEvoltage'gatedEchannel,EShaw'relatedEsubfamily,E

memberE1 ENST00000379472.3

Case#1'Baseline'WholeTumor SPTY2D1 11 18633868 Nonsense_Mutation G A p.R627* 81 24 0.296 0.375 2 1 1 69 SPT2,ESuppressorEofETy,EdomainEcontainingE1E(S.Ecerevisiae) ENST00000336349.5

Case#1'Baseline'WholeTumor NAV2 11 20099567 Missense_Mutation C T p.T1755I 54 24 0.444 0.563 2 1 1 43 neuronEnavigatorE2 ENST00000396087.3

Case#1'Baseline'WholeTumor NELL1 11 21581750 Missense_Mutation C T p.A601V 73 28 0.384 0.486 2 1 1 82 NEL'likeE1E(chicken) ENST00000357134.5

Case#1'Baseline'WholeTumor CREB3L1 11 46334162 Splice_Site G A 118 40 0.339 0.429 2 1 1 96 cAMPEresponsiveEelementEbindingEproteinE3'likeE1 ENST00000529193.1

Case#1'Baseline'WholeTumor PTPRJ 11 48157838 Nonsense_Mutation AC TT p.Q622* 46 11 0.239 0.303 2 1 1 72 proteinEtyrosineEphosphatase,EreceptorEtype,EJ ENST00000418331.2

Case#1'Baseline'WholeTumor OR4C5 11 48387693 Frame_Shift_Del C ' p.E109fs 42 11 0.262 0.332 2 1 1 55 olfactoryEreceptor,EfamilyE4,EsubfamilyEC,EmemberE5 ENST00000319813.3

Case#1'Baseline'WholeTumor OR4A47 11 48510661 Missense_Mutation G A p.G106D 64 18 0.281 0.356 2 1 1 81 olfactoryEreceptor,EfamilyE4,EsubfamilyEA,EmemberE47 ENST00000446524.1

Case#1'Baseline'WholeTumor OR5D14 11 55563272 Missense_Mutation C T p.P81S 80 27 0.338 0.427 2 1 1 181 olfactoryEreceptor,EfamilyE5,EsubfamilyED,EmemberE14 ENST00000335605.1

Case#1'Baseline'WholeTumor OR5M9 11 56230749 Missense_Mutation C T p.M43I 53 16 0.302 0.382 2 1 1 54 olfactoryEreceptor,EfamilyE5,EsubfamilyEM,EmemberE9 ENST00000279791.1

Case#1'Baseline'WholeTumor OR5M8 11 56258275 Missense_Mutation G A p.T191I 171 68 0.398 0.503 2 1 1 241 olfactoryEreceptor,EfamilyE5,EsubfamilyEM,EmemberE8 ENST00000327216.2

Case#1'Baseline'WholeTumor OR5AP2 11 56408980 Nonsense_Mutation C T p.W312* 60 13 0.217 0.274 2 1 1 88 olfactoryEreceptor,EfamilyE5,EsubfamilyEAP,EmemberE2 ENST00000302981.1

Case#1'Baseline'WholeTumor OR5AK2 11 56756827 Missense_Mutation G A p.G147S 73 39 0.534 0.676 2 1 1 125 olfactoryEreceptor,EfamilyE5,EsubfamilyEAK,EmemberE2 ENST00000326855.2

Case#1'Baseline'WholeTumor OR4D6 11 59224841 Missense_Mutation G A p.M136I 73 25 0.342 0.434 2 1 1 102 olfactoryEreceptor,EfamilyE4,EsubfamilyED,EmemberE6 ENST00000300127.2

Case#1'Baseline'WholeTumor TUT1 11 62348929 Missense_Mutation G C p.S173C 101 41 0.406 0.514 2 1 1 82 terminalEuridylylEtransferaseE1,EU6EsnRNA'specific ENST00000476907.1

Case#1'Baseline'WholeTumor SLC22A9 11 63141402 Missense_Mutation G A p.G233E 73 23 0.315 0.399 2 1 1 87 soluteEcarrierEfamilyE22E(organicEanionEtransporter),EmemberE9 ENST00000279178.3

Case#1'Baseline'WholeTumor PLCB3 11 64028965 Nonsense_Mutation C T p.R609* 96 39 0.406 0.514 2 1 1 89 phospholipaseEC,EbetaE3E(phosphatidylinositol'specific) ENST00000540288.1

Case#1'Baseline'WholeTumor RPS6KA4 11 64129178 Missense_Mutation C T p.T239I 108 29 0.269 0.340 2 1 1 64 ribosomalEproteinES6Ekinase,E90kDa,EpolypeptideE4 ENST00000334205.4
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Case#1'Baseline'WholeTumor ATG2A 11 64664948 Missense_Mutation GG AA p.L1696F 116 46 0.397 0.502 2 1 1 113 autophagyErelatedE2A ENST00000377264.3

Case#1'Baseline'WholeTumor CTSW 11 65649988 Missense_Mutation T C p.S177P 100 30 0.300 0.380 2 1 1 69 cathepsinEW ENST00000307886.3

Case#1'Baseline'WholeTumor CD248 11 66082544 Missense_Mutation C T p.S652N 51 18 0.353 0.447 2 1 1 48 CD248Emolecule,Eendosialin ENST00000311330.3

Case#1'Baseline'WholeTumor SPTBN2 11 66455082 Missense_Mutation C T p.G2180R 53 18 0.340 0.430 2 1 1 33 spectrin,Ebeta,Enon'erythrocyticE2 ENST00000533211.1

Case#1'Baseline'WholeTumor TBX10 11 67402378 Missense_Mutation G A p.P96S 90 42 0.467 0.591 2 1 1 72 T'boxE10 ENST00000335385.3

Case#1'Baseline'WholeTumor FGF3 11 69625429 Missense_Mutation G A p.H122Y 123 51 0.415 0.525 2 1 1 116 fibroblastEgrowthEfactorE3 ENST00000334134.2

Case#1'Baseline'WholeTumor INPPL1 11 71944487 Missense_Mutation CC TT p.R682W 42 22 0.524 0.663 2 1 1 53 inositolEpolyphosphateEphosphatase'likeE1 ENST00000298229.2

Case#1'Baseline'WholeTumor GDPD4 11 76944167 Missense_Mutation G A p.P431L 100 37 0.370 0.468 2 1 1 146 glycerophosphodiesterEphosphodiesteraseEdomainEcontainingE4 ENST00000376217.2

Case#1'Baseline'WholeTumor NARS2 11 78277192 Missense_Mutation G A p.H167Y 52 20 0.385 0.487 2 1 1 65 asparaginyl'tRNAEsynthetaseE2,EmitochondrialE(putative) ENST00000281038.5

Case#1'Baseline'WholeTumor EED 11 85988157 Missense_Mutation T C p.F368L 110 41 0.373 0.472 2 1 1 114 embryonicEectodermEdevelopment ENST00000263360.6

Case#1'Baseline'WholeTumor TRIM77 11 89450921 Missense_Mutation G A p.D412N 137 47 0.343 0.434 2 1 1 154 tripartiteEmotifEcontainingE77 ENST00000398290.3

Case#1'Baseline'WholeTumor FAT3 11 92085636 Missense_Mutation G A p.E120K 45 20 0.444 0.563 2 1 1 95 FATEatypicalEcadherinE3 ENST00000298047.6

Case#1'Baseline'WholeTumor CCDC67 11 93127766 Missense_Mutation G A p.E395K 53 16 0.302 0.382 2 1 1 56 coiled'coilEdomainEcontainingE67 ENST00000298050.3

Case#1'Baseline'WholeTumor HEPHL1 11 93839165 Missense_Mutation G A p.G972R 83 34 0.410 0.519 2 1 1 89 hephaestin'likeE1 ENST00000315765.9

Case#1'Baseline'WholeTumor CNTN5 11 99872774 Missense_Mutation G A p.G296R 107 35 0.327 0.414 2 1 1 118 contactinE5 ENST00000524871.1

Case#1'Baseline'WholeTumor CNTN5 11 99872807 Missense_Mutation C T p.P307S 102 44 0.431 0.546 2 1 1 135 contactinE5 ENST00000524871.1

Case#1'Baseline'WholeTumor CNTN5 11 100061937 Missense_Mutation G A p.E554K 105 41 0.390 0.494 2 1 1 166 contactinE5 ENST00000524871.1

Case#1'Baseline'WholeTumor CNTN5 11 100168399 Missense_Mutation GA AT p.R786N 120 41 0.342 0.432 2 1 1 186 contactinE5 ENST00000524871.1

Case#1'Baseline'WholeTumor MMP8 11 102589181 Missense_Mutation G A p.P250S 102 32 0.314 0.397 2 1 1 124 matrixEmetallopeptidaseE8E(neutrophilEcollagenase) ENST00000236826.3

Case#1'Baseline'WholeTumor DYNC2H1 11 103092818 Missense_Mutation C T p.S3056L 117 41 0.350 0.444 2 1 1 86 dynein,EcytoplasmicE2,EheavyEchainE1 ENST00000375735.2

Case#1'Baseline'WholeTumor CWF19L2 11 107309831 Missense_Mutation A G p.S217P 104 15 0.144 0.183 2 1 1 95 CWF19'likeE2,EcellEcycleEcontrolE(S.Epombe) ENST00000282251.5

Case#1'Baseline'WholeTumor NCAM1 11 113076767 Nonsense_Mutation C T p.R47* 69 23 0.333 0.422 2 1 1 67 neuralEcellEadhesionEmoleculeE1 ENST00000533760.1

Case#1'Baseline'WholeTumor ZW10 11 113629345 Missense_Mutation G A p.P222S 100 24 0.240 0.304 2 1 1 122 zw10EkinetochoreEprotein ENST00000200135.3

Case#1'Baseline'WholeTumor NXPE2 11 114577134 Missense_Mutation C T p.H388Y 57 29 0.509 0.644 2 1 1 61 neurexophilinEandEPC'esteraseEdomainEfamily,EmemberE2 ENST00000389586.4

Case#1'Baseline'WholeTumor PAFAH1B2 11 117038213 Missense_Mutation C T p.S163L 78 23 0.295 0.373 2 1 1 65

platelet'activatingEfactorEacetylhydrolaseE1b,EcatalyticEsubunitE2E

(30kDa) ENST00000527958.1

Case#1'Baseline'WholeTumor CEP164 11 117234205 Missense_Mutation G A p.G250S 143 9 0.063 0.080 2 1 1 126 centrosomalEproteinE164kDa ENST00000278935.3

Case#1'Baseline'WholeTumor KMT2A 11 118362000 Missense_Mutation C T p.H1596Y 98 35 0.357 0.452 2 1 1 102 lysineE(K)'specificEmethyltransferaseE2A ENST00000389506.5

Case#1'Baseline'WholeTumor PDZD3 11 119057283 Missense_Mutation G A p.G138R 35 15 0.429 0.542 2 1 1 51 PDZEdomainEcontainingE3 ENST00000531114.1

Case#1'Baseline'WholeTumor CBL 11 119169212 Missense_Mutation C T p.S799F 87 33 0.379 0.480 2 1 1 131 CblEproto'oncogene,EE3EubiquitinEproteinEligase ENST00000264033.4

Case#1'Baseline'WholeTumor SORL1 11 121367627 Missense_Mutation G A p.E270K 74 27 0.365 0.462 2 1 1 96 sortilin'relatedEreceptor,EL(DLREclass)EAErepeatsEcontaining ENST00000260197.7

Case#1'Baseline'WholeTumor OR8D4 11 123777185 Missense_Mutation G A p.G16E 43 13 0.302 0.383 2 1 1 68 olfactoryEreceptor,EfamilyE8,EsubfamilyED,EmemberE4 ENST00000321355.2

Case#1'Baseline'WholeTumor OR8D4 11 123778058 Missense_Mutation G A p.R307K 45 15 0.333 0.422 2 1 1 48 olfactoryEreceptor,EfamilyE8,EsubfamilyED,EmemberE4 ENST00000321355.2

Case#1'Baseline'WholeTumor OR10S1 11 123848326 Missense_Mutation A G p.F25L 67 24 0.358 0.453 2 1 1 114 olfactoryEreceptor,EfamilyE10,EsubfamilyES,EmemberE1 ENST00000531945.1

Case#1'Baseline'WholeTumor SRPR 11 126136477 Missense_Mutation GG AA p.P245F 103 51 0.495 0.627 2 1 1 91 signalErecognitionEparticleEreceptorE(dockingEprotein) ENST00000332118.6

Case#1'Baseline'WholeTumor SRPR 11 126138630 Missense_Mutation A G p.S24P 109 47 0.431 0.546 2 1 1 93 signalErecognitionEparticleEreceptorE(dockingEprotein) ENST00000332118.6

Case#1'Baseline'WholeTumor ARHGAP32 11 128840469 Missense_Mutation G A p.R1533C 97 38 0.392 0.496 2 1 1 175 RhoEGTPaseEactivatingEproteinE32 ENST00000310343.9

Case#1'Baseline'WholeTumor ADAMTS8 11 130286943 Missense_Mutation C T p.D330N 80 27 0.338 0.427 2 1 1 85 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E8 ENST00000257359.6

Case#1'Baseline'WholeTumor NCAPD3 11 134080186 Missense_Mutation GG AA p.P182L 73 29 0.397 0.503 2 1 1 114 non'SMCEcondensinEIIEcomplex,EsubunitED3 ENST00000534548.2

Case#1'Baseline'WholeTumor DCP1B 12 2061631 Missense_Mutation G A p.S492F 96 35 0.365 0.461 2 1 1 114 decappingEmRNAE1B ENST00000280665.6

Case#1'Baseline'WholeTumor AC005841.1 12 2966135 Missense_Mutation C T p.E27K 105 38 0.362 0.458 2 1 1 111 ENST00000382678.3

Case#1'Baseline'WholeTumor GALNT8 12 4870294 Nonsense_Mutation G A p.W448* 21 6 0.286 0.362 2 1 1 58 polypeptideEN'acetylgalactosaminyltransferaseE8 ENST00000252318.2

Case#1'Baseline'WholeTumor KCNA5 12 5154520 Missense_Mutation C T p.R403C 43 20 0.465 0.589 2 1 1 56

potassiumEvoltage'gatedEchannel,Eshaker'relatedEsubfamily,E

memberE5 ENST00000252321.3

Case#1'Baseline'WholeTumor CD163 12 7637740 Missense_Mutation C T p.E911K 44 16 0.364 0.460 2 1 1 54 CD163Emolecule ENST00000359156.4

Case#1'Baseline'WholeTumor PRB3 12 11420444 Missense_Mutation C G p.E247Q 65 4 0.062 0.078 2 1 1 74 proline'richEproteinEBstNIEsubfamilyE3 ENST00000279573.7

Case#1'Baseline'WholeTumor PRB2 12 11546665 Missense_Mutation C T p.G116E 258 68 0.264 0.334 2 1 1 359 proline'richEproteinEBstNIEsubfamilyE2 ENST00000389362.4

Case#1'Baseline'WholeTumor GRIN2B 12 13906630 Missense_Mutation C T p.D211N 42 14 0.333 0.422 2 1 1 62 glutamateEreceptor,Eionotropic,EN'methylED'aspartateE2B ENST00000609686.1

Case#1'Baseline'WholeTumor PIK3C2G 12 18658227 Splice_Site C T p.A1011V 77 29 0.377 0.477 2 1 1 93

phosphatidylinositol'4'phosphateE3'kinase,EcatalyticEsubunitEtypeE

2Egamma ENST00000266497.5

Case#1'Baseline'WholeTumor SLCO1B1 12 21329769 Missense_Mutation C T p.S140F 55 27 0.491 0.621 2 1 1 69 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE1B1 ENST00000256958.2

Case#1'Baseline'WholeTumor SOX5 12 23687236 Missense_Mutation C T p.D737N 172 61 0.355 0.449 2 1 1 154 SRYE(sexEdeterminingEregionEY)'boxE5 ENST00000451604.2

Case#1'Baseline'WholeTumor BCAT1 12 24970979 Missense_Mutation C T p.G375E 123 44 0.358 0.453 2 1 1 107 branchedEchainEamino'acidEtransaminaseE1,Ecytosolic ENST00000261192.7

Case#1'Baseline'WholeTumor CAPRIN2 12 30882208 Missense_Mutation C T p.E386K 24 9 0.375 0.475 2 1 1 20 caprinEfamilyEmemberE2 ENST00000395805.2

Case#1'Baseline'WholeTumor C12orf40 12 40114658 Missense_Mutation G A p.E522K 57 19 0.333 0.422 2 1 1 63 chromosomeE12EopenEreadingEframeE40 ENST00000324616.5

Case#1'Baseline'WholeTumor MUC19 12 40821867 Missense_Mutation G A p.V206I 143 10 0.070 0.089 2 1 1 163 mucinE19,Eoligomeric ENST00000454784.4

Case#1'Baseline'WholeTumor MUC19 12 40832004 Missense_Mutation G A p.E515K 43 21 0.488 0.618 2 1 1 68 mucinE19,Eoligomeric ENST00000454784.4

Case#1'Baseline'WholeTumor ARID2 12 46287234 Missense_Mutation C T p.P1727S 53 21 0.396 0.502 2 1 1 63 ATErichEinteractiveEdomainE2E(ARID,ERFX'like) ENST00000334344.6

Case#1'Baseline'WholeTumor PCED1B 12 47629420 Missense_Mutation G A p.E192K 183 74 0.404 0.512 2 1 1 135 PC'esteraseEdomainEcontainingE1B ENST00000546455.1

Case#1'Baseline'WholeTumor SENP1 12 48439118 Missense_Mutation C T p.R641Q 123 39 0.317 0.401 2 1 1 127 SUMO1/sentrinEspecificEpeptidaseE1 ENST00000004980.5

Case#1'Baseline'WholeTumor RND1 12 49254905 Missense_Mutation C T p.E110K 17 4 0.235 0.298 2 1 1 30 RhoEfamilyEGTPaseE1 ENST00000309739.5

Case#1'Baseline'WholeTumor TFCP2 12 51510103 Missense_Mutation T C p.D151G 65 26 0.400 0.506 2 1 1 57 transcriptionEfactorECP2 ENST00000257915.5

Case#1'Baseline'WholeTumor SCN8A 12 52184276 Missense_Mutation C T p.P1505L 61 28 0.459 0.581 2 1 1 79 sodiumEchannel,EvoltageEgated,EtypeEVIII,EalphaEsubunit ENST00000354534.6

Case#1'Baseline'WholeTumor KRT71 12 52943113 Missense_Mutation CC AT p.R227H 34 8 0.235 0.298 2 1 1 64 keratinE71 ENST00000267119.5

Case#1'Baseline'WholeTumor SOAT2 12 53512909 Splice_Site C T p.A304V 46 19 0.413 0.523 2 1 1 47 sterolEO'acyltransferaseE2 ENST00000301466.3

Case#1'Baseline'WholeTumor ITGB7 12 53590388 Missense_Mutation G A p.A264V 100 47 0.470 0.595 2 1 1 60 integrin,EbetaE7 ENST00000267082.5

Case#1'Baseline'WholeTumor GPR84 12 54757016 Missense_Mutation C T p.R207Q 65 24 0.369 0.467 2 1 1 96 GEprotein'coupledEreceptorE84 ENST00000551809.1

Case#1'Baseline'WholeTumor OR6C74 12 55641512 Nonsense_Mutation G A p.W147* 66 28 0.424 0.537 2 1 1 82 olfactoryEreceptor,EfamilyE6,EsubfamilyEC,EmemberE74 ENST00000343870.4

Case#1'Baseline'WholeTumor OR6C75 12 55759151 Missense_Mutation G A p.G86E 42 15 0.357 0.452 2 1 1 60 olfactoryEreceptor,EfamilyE6,EsubfamilyEC,EmemberE75 ENST00000343399.3

Case#1'Baseline'WholeTumor OR6C65 12 55795213 Missense_Mutation G A p.E301K 44 14 0.318 0.403 2 1 1 59 olfactoryEreceptor,EfamilyE6,EsubfamilyEC,EmemberE65 ENST00000379665.2

Case#1'Baseline'WholeTumor PMEL 12 56359790 Missense_Mutation A T p.D2E 46 20 0.435 0.550 2 1 1 57 premelanosomeEprotein ENST00000548747.1

Case#1'Baseline'WholeTumor SMARCC2 12 56565658 Missense_Mutation C T p.D633N 72 23 0.319 0.404 2 1 1 63

SWI/SNFErelated,EmatrixEassociated,EactinEdependentEregulatorEofE

chromatin,EsubfamilyEc,EmemberE2 ENST00000267064.4

Case#1'Baseline'WholeTumor PAN2 12 56718253 Missense_Mutation G A p.R585C 61 29 0.475 0.602 2 1 1 79 PAN2Epoly(A)EspecificEribonucleaseEsubunit ENST00000425394.2

Case#1'Baseline'WholeTumor HSD17B6 12 57167760 Missense_Mutation G A p.G42R 64 24 0.375 0.475 2 1 1 83 hydroxysteroidE(17'beta)EdehydrogenaseE6 ENST00000554643.1

Case#1'Baseline'WholeTumor B4GALNT1 12 58025711 Missense_Mutation C T p.E69K 80 36 0.450 0.570 2 1 1 48 beta'1,4'N'acetyl'galactosaminylEtransferaseE1 ENST00000341156.4

Case#1'Baseline'WholeTumor AGAP2 12 58125350 Missense_Mutation G A p.P677S 123 44 0.358 0.453 2 1 1 122 ArfGAPEwithEGTPaseEdomain,EankyrinErepeatEandEPHEdomainE2 ENST00000547588.1

Case#1'Baseline'WholeTumor OTOGL 12 80704481 Missense_Mutation G A p.D1133N 57 24 0.421 0.533 2 1 1 66 otogelin'like ENST00000547103.1

Case#1'Baseline'WholeTumor PTPRQ 12 81062909 Missense_Mutation G A p.E2102K 116 39 0.336 0.426 2 1 1 194 proteinEtyrosineEphosphatase,EreceptorEtype,EQ ENST00000266688.5

Case#1'Baseline'WholeTumor METTL25 12 82796892 Missense_Mutation T A p.F421Y 84 40 0.476 0.603 2 1 1 87 methyltransferaseElikeE25 ENST00000248306.3

Case#1'Baseline'WholeTumor METTL25 12 82871108 Nonsense_Mutation C T p.R566* 118 43 0.364 0.461 2 1 1 133 methyltransferaseElikeE25 ENST00000248306.3

Case#1'Baseline'WholeTumor TMCC3 12 94976130 Missense_Mutation G A p.S88L 62 19 0.306 0.388 2 1 1 47 transmembraneEandEcoiled'coilEdomainEfamilyE3 ENST00000261226.4

Case#1'Baseline'WholeTumor APAF1 12 99060110 Missense_Mutation C A p.T446K 62 7 0.113 0.143 2 1 1 61 apoptoticEpeptidaseEactivatingEfactorE1 ENST00000551964.1

Case#1'Baseline'WholeTumor NUAK1 12 106461083 Missense_Mutation C T p.D495N 33 10 0.303 0.384 2 1 1 55 NUAKEfamily,ESNF1'likeEkinase,E1 ENST00000261402.2

Case#1'Baseline'WholeTumor NUAK1 12 106500267 Missense_Mutation C T p.D93N 83 30 0.361 0.458 2 1 1 126 NUAKEfamily,ESNF1'likeEkinase,E1 ENST00000261402.2
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Case#1'Baseline'WholeTumor CMKLR1 12 108686645 Missense_Mutation G A p.S32F 41 14 0.341 0.432 2 1 1 79 chemokine'likeEreceptorE1 ENST00000312143.7
Case#1'Baseline'WholeTumor ATXN2 12 111951289 Missense_Mutation G A p.S637F 68 27 0.397 0.503 2 1 1 74 ataxinE2 ENST00000377617.3
Case#1'Baseline'WholeTumor NOS1 12 117728218 Missense_Mutation C T p.G289E 35 15 0.429 0.542 2 1 1 56 nitricEoxideEsynthaseE1E(neuronal) ENST00000338101.4
Case#1'Baseline'WholeTumor KSR2 12 117993071 Missense_Mutation G A p.S474F 119 58 0.487 0.617 2 1 1 143 kinaseEsuppressorEofErasE2 ENST00000339824.5
Case#1'Baseline'WholeTumor SRRM4 12 119592176 Missense_Mutation G A p.R507Q 151 58 0.384 0.486 2 1 1 131 serine/arginineErepetitiveEmatrixE4 ENST00000267260.4
Case#1'Baseline'WholeTumor TMEM132B 12 126138174 Missense_Mutation G A p.D719N 97 30 0.309 0.391 2 1 1 108 transmembraneEproteinE132B ENST00000299308.3
Case#1'Baseline'WholeTumor TMEM132C 12 129178431 Missense_Mutation G A p.D503N 49 18 0.367 0.465 2 1 1 91 transmembraneEproteinE132C ENST00000435159.2
Case#1'Baseline'WholeTumor TMEM132C 12 129180403 Missense_Mutation G A p.E562K 58 29 0.500 0.633 2 1 1 84 transmembraneEproteinE132C ENST00000435159.2
Case#1'Baseline'WholeTumor ANKLE2 12 133313612 Missense_Mutation G A p.S487F 43 15 0.349 0.442 2 1 1 36 ankyrinErepeatEandELEMEdomainEcontainingE2 ENST00000357997.5
Case#1'Baseline'WholeTumor TUBA3C 13 19751150 Missense_Mutation G A p.P325S 269 120 0.446 0.565 2 1 1 195 tubulin,EalphaE3c ENST00000400113.3
Case#1'Baseline'WholeTumor TUBA3C 13 19751338 Missense_Mutation T C p.Y262C 229 75 0.328 0.415 2 1 1 234 tubulin,EalphaE3c ENST00000400113.3
Case#1'Baseline'WholeTumor GJA3 13 20716277 Missense_Mutation C T p.G384E 24 12 0.500 0.633 2 1 1 18 gapEjunctionEprotein,EalphaE3,E46kDa ENST00000241125.3
Case#1'Baseline'WholeTumor USP12 13 27669805 Missense_Mutation G A p.P169L 142 58 0.408 0.481 3 2 1 108 ubiquitinEspecificEpeptidaseE12 ENST00000282344.6
Case#1'Baseline'WholeTumor MTUS2 13 29599268 Missense_Mutation G A p.D155N 104 48 0.462 0.543 3 2 1 81 microtubuleEassociatedEtumorEsuppressorEcandidateE2 ENST00000431530.3
Case#1'Baseline'WholeTumor TEX26 13 31513914 Splice_Site C T p.R49C 79 33 0.418 0.492 3 2 1 90 testisEexpressedE26 ENST00000380473.3
Case#1'Baseline'WholeTumor FRY 13 32776086 Missense_Mutation C T p.P1252L 76 22 0.289 0.341 3 2 1 87 furryEhomologE(Drosophila) ENST00000380250.3
Case#1'Baseline'WholeTumor BRCA2 13 32930694 Missense_Mutation C T p.S2522F 59 24 0.407 0.479 3 2 1 50 breastEcancerE2,EearlyEonset ENST00000380152.3
Case#1'Baseline'WholeTumor KL 13 33629411 Missense_Mutation C T p.P520S 45 17 0.378 0.445 3 2 1 82 klotho ENST00000380099.3
Case#1'Baseline'WholeTumor NBEA 13 36141110 Missense_Mutation G A p.E2331K 54 23 0.426 0.501 3 2 1 59 neurobeachin ENST00000400445.3
Case#1'Baseline'WholeTumor POSTN 13 38156628 Missense_Mutation G A p.R423C 97 50 0.515 0.607 3 2 1 97 periostin,EosteoblastEspecificEfactor ENST00000379747.4
Case#1'Baseline'WholeTumor FREM2 13 39261986 Missense_Mutation G A p.V169I 124 54 0.435 0.513 3 2 1 94 FRAS1ErelatedEextracellularEmatrixEproteinE2 ENST00000280481.7
Case#1'Baseline'WholeTumor PROSER1 13 39585573 Missense_Mutation G A p.P922S 68 30 0.441 0.519 3 2 1 76 prolineEandEserineErichE1 ENST00000352251.3
Case#1'Baseline'WholeTumor COG3 13 46090309 Missense_Mutation A G p.K614R 59 19 0.322 0.379 3 2 1 66 componentEofEoligomericEgolgiEcomplexE3 ENST00000349995.5

Case#1'Baseline'WholeTumor LRCH1 13 47315930 Missense_Mutation C T p.L712F 106 38 0.358 0.422 3 2 1 145
leucine'richErepeatsEandEcalponinEhomologyE(CH)EdomainE

containingE1 ENST00000389798.3
Case#1'Baseline'WholeTumor PCDH17 13 58208790 Missense_Mutation A C p.M704L 64 13 0.203 0.239 3 2 1 54 protocadherinE17 ENST00000377918.3
Case#1'Baseline'WholeTumor DACH1 13 72049903 Missense_Mutation C T p.R704Q 82 33 0.402 0.474 3 2 1 110 dachshundEfamilyEtranscriptionEfactorE1 ENST00000359684.2
Case#1'Baseline'WholeTumor LMO7 13 76287325 Missense_Mutation C G p.T78R 243 99 0.407 0.480 3 2 1 262 LIMEdomainE7 ENST00000341547.4
Case#1'Baseline'WholeTumor MYCBP2 13 77642818 Missense_Mutation G A p.S3980F 124 50 0.403 0.475 3 2 1 125 MYCEbindingEproteinE2,EE3EubiquitinEproteinEligase ENST00000544440.2
Case#1'Baseline'WholeTumor DNAJC3 13 96412327 Nonsense_Mutation C T p.R194* 85 32 0.376 0.443 3 2 1 88 DnaJE(Hsp40)Ehomolog,EsubfamilyEC,EmemberE3 ENST00000602402.1
Case#1'Baseline'WholeTumor CCDC168 13 103386677 Missense_Mutation G A p.S828F 82 41 0.500 0.589 3 2 1 115 coiled'coilEdomainEcontainingE168 ENST00000322527.2
Case#1'Baseline'WholeTumor CCDC168 13 103387112 Missense_Mutation G A p.S683F 64 27 0.422 0.497 3 2 1 51 coiled'coilEdomainEcontainingE168 ENST00000322527.2
Case#1'Baseline'WholeTumor CCDC168 13 103387773 Missense_Mutation C T p.E463K 108 50 0.463 0.545 3 2 1 131 coiled'coilEdomainEcontainingE168 ENST00000322527.2
Case#1'Baseline'WholeTumor BIVM 13 103474115 Missense_Mutation G A p.E242K 86 36 0.419 0.493 3 2 1 94 basic,Eimmunoglobulin'likeEvariableEmotifEcontaining ENST00000257336.1

Case#1'Baseline'WholeTumor SLC10A2 13 103718383 Missense_Mutation G A p.L73F 49 17 0.347 0.408 3 2 1 61
soluteEcarrierEfamilyE10E(sodium/bileEacidEcotransporter),EmemberE

2 ENST00000245312.3
Case#1'Baseline'WholeTumor DAOA 13 106124931 Missense_Mutation G A p.G60R 173 66 0.382 0.449 3 2 1 156 D'aminoEacidEoxidaseEactivator ENST00000375936.3
Case#1'Baseline'WholeTumor MCF2L 13 113744025 Missense_Mutation C T p.P1009L 67 24 0.358 0.422 3 2 1 50 MCF.2EcellElineEderivedEtransformingEsequence'like ENST00000375608.3
Case#1'Baseline'WholeTumor OR4K15 14 20444378 Missense_Mutation C T p.S234F 129 42 0.326 0.412 2 1 1 217 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE15 ENST00000305051.5
Case#1'Baseline'WholeTumor OR4L1 14 20529068 Missense_Mutation C A p.L289M 15 4 0.267 0.338 2 1 1 39 olfactoryEreceptor,EfamilyE4,EsubfamilyEL,EmemberE1 ENST00000315683.1
Case#1'Baseline'WholeTumor OR4K17 14 20585661 Missense_Mutation G A p.M32I 81 41 0.506 0.641 2 1 1 106 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE17 ENST00000315543.4
Case#1'Baseline'WholeTumor OR4K17 14 20586032 Missense_Mutation C T p.A156V 37 14 0.378 0.479 2 1 1 78 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE17 ENST00000315543.4
Case#1'Baseline'WholeTumor OR11H6 14 20692146 Missense_Mutation C T p.S93F 27 9 0.333 0.422 2 1 1 38 olfactoryEreceptor,EfamilyE11,EsubfamilyEH,EmemberE6 ENST00000315519.2
Case#1'Baseline'WholeTumor TOX4 14 21955823 Missense_Mutation G A p.G97R 23 13 0.565 0.715 2 1 1 48 TOXEhighEmobilityEgroupEboxEfamilyEmemberE4 ENST00000405508.1
Case#1'Baseline'WholeTumor ACIN1 14 23562690 Nonsense_Mutation G A p.Q126* 147 48 0.327 0.413 2 1 1 142 apoptoticEchromatinEcondensationEinducerE1 ENST00000262710.1
Case#1'Baseline'WholeTumor MYH6 14 23858841 Missense_Mutation C T p.D1274N 107 34 0.318 0.402 2 1 1 96 myosin,EheavyEchainE6,EcardiacEmuscle,Ealpha ENST00000356287.3
Case#1'Baseline'WholeTumor MYH6 14 23862245 Missense_Mutation C T p.E1043K 44 16 0.364 0.460 2 1 1 81 myosin,EheavyEchainE6,EcardiacEmuscle,Ealpha ENST00000356287.3
Case#1'Baseline'WholeTumor MYH7 14 23902319 Missense_Mutation C T p.D107N 103 31 0.301 0.381 2 1 1 122 myosin,EheavyEchainE7,EcardiacEmuscle,Ebeta ENST00000355349.3
Case#1'Baseline'WholeTumor NGDN 14 23946546 Missense_Mutation G T p.G284V 187 67 0.358 0.454 2 1 1 262 neuroguidin,EEIF4EEbindingEprotein ENST00000408901.3
Case#1'Baseline'WholeTumor IRF9 14 24633109 Missense_Mutation G A p.G173E 20 6 0.300 0.380 2 1 1 17 interferonEregulatoryEfactorE9 ENST00000396864.3
Case#1'Baseline'WholeTumor HECTD1 14 31598018 Missense_Mutation G A p.S1520F 42 16 0.381 0.482 2 1 1 41 HECTEdomainEcontainingEE3EubiquitinEproteinEligaseE1 ENST00000399332.1
Case#1'Baseline'WholeTumor NPAS3 14 33684576 Missense_Mutation G A p.G110E 84 35 0.417 0.527 2 1 1 98 neuronalEPASEdomainEproteinE3 ENST00000356141.4
Case#1'Baseline'WholeTumor TTC6 14 38218445 Missense_Mutation G C p.D889H 27 9 0.333 0.422 2 1 1 28 tetratricopeptideErepeatEdomainE6 ENST00000553443.1
Case#1'Baseline'WholeTumor TTC6 14 38311413 Missense_Mutation C T p.R494C 54 33 0.611 0.774 2 1 1 75 tetratricopeptideErepeatEdomainE6 ENST00000476979.1
Case#1'Baseline'WholeTumor MIA2 14 39717294 Missense_Mutation C T p.P506S 21 7 0.333 0.422 2 1 1 32 melanomaEinhibitoryEactivityE2 ENST00000280082.3
Case#1'Baseline'WholeTumor SOS2 14 50585402 Missense_Mutation G A p.P1220L 140 62 0.443 0.561 2 1 1 130 sonEofEsevenlessEhomologE2E(Drosophila) ENST00000216373.5
Case#1'Baseline'WholeTumor PYGL 14 51379841 Missense_Mutation C T p.G509E 50 14 0.280 0.354 2 1 1 34 phosphorylase,Eglycogen,Eliver ENST00000216392.7
Case#1'Baseline'WholeTumor PTGDR 14 52734740 Missense_Mutation G A p.V70I 51 27 0.529 0.670 2 1 1 47 prostaglandinED2EreceptorE(DP) ENST00000306051.2
Case#1'Baseline'WholeTumor ERO1L 14 53119962 Missense_Mutation C T p.E294K 97 39 0.402 0.509 2 1 1 82 ERO1'likeE(S.Ecerevisiae) ENST00000395686.3
Case#1'Baseline'WholeTumor C14orf37 14 58605950 Missense_Mutation C T p.E43K 145 61 0.421 0.533 2 1 1 173 chromosomeE14EopenEreadingEframeE37 ENST00000267485.7
Case#1'Baseline'WholeTumor DACT1 14 59113232 Missense_Mutation G A p.G631R 103 40 0.388 0.492 2 1 1 81 dishevelled'bindingEantagonistEofEbeta'cateninE1 ENST00000335867.4
Case#1'Baseline'WholeTumor CCDC175 14 60005543 Nonsense_Mutation C T p.W457* 42 21 0.500 0.633 2 1 1 32 coiled'coilEdomainEcontainingE175 ENST00000537690.2
Case#1'Baseline'WholeTumor C14orf39 14 60935167 Missense_Mutation C T p.E255K 48 19 0.396 0.501 2 1 1 39 chromosomeE14EopenEreadingEframeE39 ENST00000321731.3

Case#1'Baseline'WholeTumor KCNH5 14 63174459 Missense_Mutation C T p.E912K 63 20 0.317 0.402 2 1 1 68
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE5 ENST00000322893.7
Case#1'Baseline'WholeTumor SMOC1 14 70480115 Missense_Mutation G A p.G318E 69 28 0.406 0.514 2 1 1 66 SPARCErelatedEmodularEcalciumEbindingE1 ENST00000381280.4
Case#1'Baseline'WholeTumor SLC8A3 14 70527657 Splice_Site C T 53 15 0.283 0.358 2 1 1 41 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE3 ENST00000381269.2
Case#1'Baseline'WholeTumor SLC8A3 14 70634566 Missense_Mutation C T p.G192R 47 21 0.447 0.566 2 1 1 62 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE3 ENST00000381269.2
Case#1'Baseline'WholeTumor LTBP2 14 74988722 Missense_Mutation C T p.D894N 66 23 0.348 0.441 2 1 1 54 latentEtransformingEgrowthEfactorEbetaEbindingEproteinE2 ENST00000261978.4
Case#1'Baseline'WholeTumor YLPM1 14 75230659 Missense_Mutation C T p.S156F 138 49 0.355 0.449 2 1 1 114 YLPEmotifEcontainingE1 ENST00000552421.1
Case#1'Baseline'WholeTumor TTLL5 14 76173416 Missense_Mutation C T p.P214L 65 30 0.462 0.584 2 1 1 78 tubulinEtyrosineEligase'likeEfamily,EmemberE5 ENST00000298832.9
Case#1'Baseline'WholeTumor ESRRB 14 76905755 Missense_Mutation C T p.P20L 79 34 0.430 0.545 2 1 1 57 estrogen'relatedEreceptorEbeta ENST00000509242.1
Case#1'Baseline'WholeTumor KCNK10 14 88729793 Missense_Mutation G A p.S47F 150 54 0.360 0.456 2 1 1 118 potassiumEchannel,EsubfamilyEK,EmemberE10 ENST00000340700.5
Case#1'Baseline'WholeTumor FAM181A 14 94395357 Nonsense_Mutation G A p.W304* 49 12 0.245 0.310 2 1 1 57 familyEwithEsequenceEsimilarityE181,EmemberEA ENST00000267594.5

Case#1'Baseline'WholeTumor SERPINA9 14 94936174 Missense_Mutation C T p.A2T 17 8 0.471 0.596 2 1 1 32
serpinEpeptidaseEinhibitor,EcladeEAE(alpha'1Eantiproteinase,E

antitrypsin),EmemberE9 ENST00000380365.3
Case#1'Baseline'WholeTumor TCL1B 14 96152965 Splice_Site G A p.R54K 117 46 0.393 0.498 2 1 1 104 T'cellEleukemia/lymphomaE1B ENST00000340722.7
Case#1'Baseline'WholeTumor BDKRB2 14 96706787 Missense_Mutation C T p.T41I 36 8 0.222 0.281 2 1 1 56 bradykininEreceptorEB2 ENST00000306005.3
Case#1'Baseline'WholeTumor ATG2B 14 96813608 Missense_Mutation G A p.S78F 73 23 0.315 0.399 2 1 1 96 autophagyErelatedE2B ENST00000359933.4
Case#1'Baseline'WholeTumor AHNAK2 14 105416564 Missense_Mutation G A p.P1742S 88 36 0.409 0.518 2 1 1 88 AHNAKEnucleoproteinE2 ENST00000333244.5
Case#1'Baseline'WholeTumor OR4N4 15 22382897 Missense_Mutation A G p.Y142C 27 5 0.185 0.234 2 1 1 145 olfactoryEreceptor,EfamilyE4,EsubfamilyEN,EmemberE4 ENST00000328795.4
Case#1'Baseline'WholeTumor RP11'467N20.5 15 23407013 Missense_Mutation C T p.R608K 221 14 0.063 0.080 2 1 1 169 ENST00000558241.1
Case#1'Baseline'WholeTumor NPAP1 15 24922531 Missense_Mutation C T p.S506F 90 71 0.789 0.999 2 1 1 117 nuclearEporeEassociatedEproteinE1 ENST00000329468.2
Case#1'Baseline'WholeTumor RASGRP1 15 38786858 Missense_Mutation G A p.L662F 42 33 0.786 0.995 2 2 0 61 RASEguanylEreleasingEproteinE1E(calciumEandEDAG'regulated) ENST00000310803.5
Case#1'Baseline'WholeTumor SPG11 15 44955808 Missense_Mutation G A p.A13V 12 10 0.833 1.055 2 2 0 10 spasticEparaplegiaE11E(autosomalErecessive) ENST00000261866.7
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Case#1'Baseline'WholeTumor C15orf43 15 45270782 Missense_Mutation G A p.E207K 50 41 0.820 1.038 2 2 0 83 chromosomeE15EopenEreadingEframeE43 ENST00000340827.3
Case#1'Baseline'WholeTumor FAM227B 15 49833946 Missense_Mutation C G p.E269Q 155 133 0.858 1.086 2 2 0 132 familyEwithEsequenceEsimilarityE227,EmemberEB ENST00000299338.6

Case#1'Baseline'WholeTumor TRPM7 15 50903300 Missense_Mutation G A p.S757F 48 40 0.833 1.055 2 2 0 71
transientEreceptorEpotentialEcationEchannel,EsubfamilyEM,EmemberE

7 ENST00000313478.7
Case#1'Baseline'WholeTumor WDR72 15 54025285 Missense_Mutation G A p.T21I 38 32 0.842 1.066 2 2 0 44 WDErepeatEdomainE72 ENST00000396328.1
Case#1'Baseline'WholeTumor UNC13C 15 54586184 Missense_Mutation G A p.E1304K 69 52 0.754 0.954 2 2 0 96 unc'13EhomologECE(C.Eelegans) ENST00000260323.11
Case#1'Baseline'WholeTumor VPS13C 15 62212778 Missense_Mutation C T p.M2377I 47 36 0.766 0.970 2 2 0 59 vacuolarEproteinEsortingE13EhomologECE(S.Ecerevisiae) ENST00000261517.5
Case#1'Baseline'WholeTumor DENND4A 15 65983748 Missense_Mutation C T p.E1018K 69 51 0.739 0.936 2 2 0 79 DENN/MADDEdomainEcontainingE4A ENST00000431932.2
Case#1'Baseline'WholeTumor MAP2K1 15 66729162 Missense_Mutation C T p.P124S 95 68 0.716 0.906 2 2 0 144 mitogen'activatedEproteinEkinaseEkinaseE1 ENST00000307102.5
Case#1'Baseline'WholeTumor UBE2Q2 15 76152306 Missense_Mutation C T p.P124S 291 230 0.790 1.000 2 2 0 392 ubiquitin'conjugatingEenzymeEE2QEfamilyEmemberE2 ENST00000267938.4
Case#1'Baseline'WholeTumor KIAA1024 15 79749651 Missense_Mutation C T p.P388S 63 46 0.730 0.924 2 2 0 99 KIAA1024 ENST00000305428.3
Case#1'Baseline'WholeTumor RP13'996F3.4 15 83015603 Missense_Mutation T C p.T71A 373 295 0.791 1.001 2 1 1 580 ENST00000557886.1
Case#1'Baseline'WholeTumor SLCO3A1 15 92459517 Missense_Mutation G A p.E159K 123 93 0.756 0.957 2 2 0 55 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE3A1 ENST00000318445.6
Case#1'Baseline'WholeTumor SLCO3A1 15 92669468 Missense_Mutation T C p.V451A 40 27 0.675 0.854 2 2 0 67 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE3A1 ENST00000318445.6
Case#1'Baseline'WholeTumor RAB11FIP3 16 476583 Missense_Mutation C T p.L193F 37 15 0.405 0.513 2 1 1 25 RAB11EfamilyEinteractingEproteinE3E(classEII) ENST00000262305.4
Case#1'Baseline'WholeTumor UBE2I 16 1364309 Missense_Mutation C T p.P28S 173 66 0.382 0.483 2 1 1 122 ubiquitin'conjugatingEenzymeEE2I ENST00000355803.4
Case#1'Baseline'WholeTumor TSC2 16 2111962 Nonsense_Mutation C T p.Q404* 149 69 0.463 0.586 2 1 1 124 tuberousEsclerosisE2 ENST00000219476.3
Case#1'Baseline'WholeTumor PKD1 16 2147482 Missense_Mutation C T p.E3415K 186 92 0.495 0.626 2 1 1 135 polycysticEkidneyEdiseaseE1E(autosomalEdominant) ENST00000262304.4
Case#1'Baseline'WholeTumor E4F1 16 2283990 Splice_Site C T p.T458T 104 42 0.404 0.511 2 1 1 99 E4FEtranscriptionEfactorE1 ENST00000301727.4
Case#1'Baseline'WholeTumor ABCA3 16 2328371 Missense_Mutation C T p.D1546N 81 30 0.370 0.469 2 1 1 72 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE3 ENST00000301732.5
Case#1'Baseline'WholeTumor TIGD7 16 3349540 Missense_Mutation C T p.D359N 34 15 0.441 0.558 2 1 1 38 tiggerEtransposableEelementEderivedE7 ENST00000396862.1
Case#1'Baseline'WholeTumor CLUAP1 16 3554779 Missense_Mutation C T p.R28C 114 47 0.412 0.522 2 1 1 109 clusterinEassociatedEproteinE1 ENST00000576634.1
Case#1'Baseline'WholeTumor C16orf96 16 4625472 Missense_Mutation G A p.G331R 79 26 0.329 0.417 2 1 1 93 chromosomeE16EopenEreadingEframeE96 ENST00000444310.4
Case#1'Baseline'WholeTumor ZNF500 16 4802975 Missense_Mutation C T p.R282Q 97 44 0.454 0.574 2 1 1 75 zincEfingerEproteinE500 ENST00000219478.6
Case#1'Baseline'WholeTumor RBFOX1 16 7759066 Missense_Mutation G A p.R335Q 102 37 0.363 0.459 2 1 1 105 RNAEbindingEprotein,Efox'1EhomologE(C.Eelegans)E1 ENST00000550418.1
Case#1'Baseline'WholeTumor ACSM2A 16 20476954 Missense_Mutation C T p.S98L 137 35 0.255 0.323 2 1 1 109 acyl'CoAEsynthetaseEmedium'chainEfamilyEmemberE2A ENST00000573854.1
Case#1'Baseline'WholeTumor ACSM2B 16 20570685 Missense_Mutation C T p.E88K 35 11 0.314 0.398 2 1 1 55 acyl'CoAEsynthetaseEmedium'chainEfamilyEmemberE2B ENST00000329697.6
Case#1'Baseline'WholeTumor ACSM1 16 20693784 Splice_Site C T p.G135G 171 42 0.246 0.311 2 1 1 195 acyl'CoAEsynthetaseEmedium'chainEfamilyEmemberE1 ENST00000307493.4
Case#1'Baseline'WholeTumor USP31 16 23116773 Missense_Mutation G A p.P360S 108 47 0.435 0.551 2 1 1 99 ubiquitinEspecificEpeptidaseE31 ENST00000219689.7
Case#1'Baseline'WholeTumor SCNN1G 16 23200795 Missense_Mutation G A p.E141K 38 23 0.605 0.766 2 1 1 45 sodiumEchannel,Enon'voltage'gatedE1,EgammaEsubunit ENST00000300061.2
Case#1'Baseline'WholeTumor RBBP6 16 24578724 Missense_Mutation C T p.S617L 74 29 0.392 0.496 2 1 1 91 retinoblastomaEbindingEproteinE6 ENST00000319715.4
Case#1'Baseline'WholeTumor KCTD13 16 29918330 Missense_Mutation CC TT p.G285R 64 27 0.422 0.534 2 1 1 53 potassiumEchannelEtetramerizationEdomainEcontainingE13 ENST00000568000.1
Case#1'Baseline'WholeTumor GPR56 16 57685420 Nonsense_Mutation C T p.Q125* 40 16 0.400 0.506 2 1 1 28 GEprotein'coupledEreceptorE56 ENST00000388812.4
Case#1'Baseline'WholeTumor CDH8 16 61687930 Missense_Mutation C T p.R661Q 65 35 0.538 0.682 2 1 1 132 cadherinE8,EtypeE2 ENST00000577390.1
Case#1'Baseline'WholeTumor CDH8 16 61761117 Splice_Site TC AT p.N473Y 41 10 0.244 0.309 2 1 1 61 cadherinE8,EtypeE2 ENST00000577390.1
Case#1'Baseline'WholeTumor ELMO3 16 67237233 Missense_Mutation C T p.P631L 26 10 0.385 0.487 2 1 1 41 engulfmentEandEcellEmotilityE3 ENST00000360833.1
Case#1'Baseline'WholeTumor KCTD19 16 67333336 Missense_Mutation G A p.R306C 58 16 0.276 0.349 2 1 1 56 potassiumEchannelEtetramerizationEdomainEcontainingE19 ENST00000304372.5
Case#1'Baseline'WholeTumor ESRP2 16 68265438 Missense_Mutation C T p.E497K 65 36 0.554 0.701 2 1 1 64 epithelialEsplicingEregulatoryEproteinE2 ENST00000565858.1
Case#1'Baseline'WholeTumor WWP2 16 69969798 Missense_Mutation C T p.P629S 53 20 0.377 0.478 2 1 1 76 WWEdomainEcontainingEE3EubiquitinEproteinEligaseE2 ENST00000359154.2
Case#1'Baseline'WholeTumor HYDIN 16 70995904 Missense_Mutation C T p.E1976K 52 17 0.327 0.414 2 1 1 97 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2
Case#1'Baseline'WholeTumor ZNF23 16 71483009 Missense_Mutation G A p.P307S 98 31 0.316 0.400 2 1 1 126 zincEfingerEproteinE23 ENST00000393539.2
Case#1'Baseline'WholeTumor ZFHX3 16 72827630 Missense_Mutation C G p.G2984A 82 20 0.244 0.309 2 1 1 121 zincEfingerEhomeoboxE3 ENST00000268489.5
Case#1'Baseline'WholeTumor FA2H 16 74750304 Missense_Mutation G A p.S327F 65 29 0.446 0.565 2 1 1 71 fattyEacidE2'hydroxylase ENST00000219368.3
Case#1'Baseline'WholeTumor CHST5 16 75563388 Missense_Mutation C T p.A299T 65 32 0.492 0.623 2 1 1 32 carbohydrateE(N'acetylglucosamineE6'O)EsulfotransferaseE5 ENST00000336257.3
Case#1'Baseline'WholeTumor CNTNAP4 16 76495889 Missense_Mutation C T p.S460F 50 8 0.160 0.203 2 1 1 93 contactinEassociatedEprotein'likeE4 ENST00000476707.1
Case#1'Baseline'WholeTumor VAT1L 16 77859352 Missense_Mutation GG AA p.G192S 84 25 0.298 0.377 2 1 1 111 vesicleEamineEtransportE1'like ENST00000302536.2
Case#1'Baseline'WholeTumor HSD17B2 16 82101883 Missense_Mutation G A p.R125Q 104 35 0.337 0.426 2 1 1 136 hydroxysteroidE(17'beta)EdehydrogenaseE2 ENST00000199936.4
Case#1'Baseline'WholeTumor HSD17B2 16 82124611 Missense_Mutation G A p.V257I 85 23 0.271 0.343 2 1 1 114 hydroxysteroidE(17'beta)EdehydrogenaseE2 ENST00000199936.4
Case#1'Baseline'WholeTumor CDH13 16 83711897 Missense_Mutation G A p.G457S 85 39 0.459 0.581 2 1 1 121 cadherinE13 ENST00000566620.1
Case#1'Baseline'WholeTumor TLDC1 16 84520527 Missense_Mutation G A p.S223L 27 10 0.370 0.469 2 1 1 31 TBC/LysM'associatedEdomainEcontainingE1 ENST00000343629.6
Case#1'Baseline'WholeTumor FOXC2 16 86601462 Missense_Mutation C T p.S174F 51 11 0.216 0.273 2 1 1 64 forkheadEboxEC2E(MFH'1,EmesenchymeEforkheadE1) ENST00000320354.4
Case#1'Baseline'WholeTumor ZCCHC14 16 87451194 Missense_Mutation G A p.P282S 117 54 0.462 0.584 2 1 1 111 zincEfinger,ECCHCEdomainEcontainingE14 ENST00000268616.4

Case#1'Baseline'WholeTumor SLC7A5 16 87868107 Missense_Mutation C T p.G461S 71 16 0.225 0.285 2 1 1 76
soluteEcarrierEfamilyE7E(aminoEacidEtransporterElightEchain,ELE

system),EmemberE5 ENST00000261622.4
Case#1'Baseline'WholeTumor CDT1 16 88871204 Missense_Mutation G C p.R129P 89 23 0.258 0.327 2 1 1 81 chromatinElicensingEandEDNAEreplicationEfactorE1 ENST00000301019.4
Case#1'Baseline'WholeTumor RNMTL1 17 685854 Missense_Mutation CC TT p.S79F 34 15 0.441 0.558 2 1 1 32 RNAEmethyltransferaseElikeE1 ENST00000304478.4

Case#1'Baseline'WholeTumor SLC43A2 17 1494766 Splice_Site C T 75 34 0.453 0.574 2 1 1 50
soluteEcarrierEfamilyE43E(aminoEacidEsystemELEtransporter),E

memberE2 ENST00000301335.5
Case#1'Baseline'WholeTumor RTN4RL1 17 1840911 Missense_Mutation G A p.L69F 220 100 0.455 0.575 2 1 1 204 reticulonE4Ereceptor'likeE1 ENST00000331238.6
Case#1'Baseline'WholeTumor SPNS2 17 4436361 Missense_Mutation G A p.R342H 75 27 0.360 0.456 2 1 1 62 spinsterEhomologE2E(Drosophila) ENST00000329078.3
Case#1'Baseline'WholeTumor TM4SF5 17 4685876 Nonsense_Mutation C T p.R113* 107 47 0.439 0.556 2 1 1 80 transmembraneE4ELEsixEfamilyEmemberE5 ENST00000270560.3
Case#1'Baseline'WholeTumor NLRP1 17 5462175 Missense_Mutation G A p.P614L 47 12 0.255 0.323 2 1 1 70 NLREfamily,EpyrinEdomainEcontainingE1 ENST00000572272.1
Case#1'Baseline'WholeTumor C17orf74 17 7329695 Missense_Mutation C T p.R129C 206 82 0.398 0.504 2 1 1 125 chromosomeE17EopenEreadingEframeE74 ENST00000333870.3
Case#1'Baseline'WholeTumor ZBTB4 17 7365468 Missense_Mutation G A p.P945S 162 76 0.469 0.594 2 1 1 146 zincEfingerEandEBTBEdomainEcontainingE4 ENST00000311403.4
Case#1'Baseline'WholeTumor DNAH2 17 7710806 Missense_Mutation C T p.R3211W 145 52 0.359 0.454 2 1 1 133 dynein,Eaxonemal,EheavyEchainE2 ENST00000572933.1
Case#1'Baseline'WholeTumor CHD3 17 7803300 Nonsense_Mutation G A p.W877* 141 56 0.397 0.503 2 1 1 151 chromodomainEhelicaseEDNAEbindingEproteinE3 ENST00000330494.7
Case#1'Baseline'WholeTumor MYH13 17 10267715 Missense_Mutation C T p.E45K 125 36 0.288 0.365 2 1 1 164 myosin,EheavyEchainE13,EskeletalEmuscle ENST00000418404.3
Case#1'Baseline'WholeTumor MYH8 17 10309451 Missense_Mutation C T p.R780K 60 27 0.450 0.570 2 1 1 73 myosin,EheavyEchainE8,EskeletalEmuscle,Eperinatal ENST00000403437.2
Case#1'Baseline'WholeTumor MYH8 17 10318445 Missense_Mutation C T p.D265N 55 23 0.418 0.529 2 1 1 84 myosin,EheavyEchainE8,EskeletalEmuscle,Eperinatal ENST00000403437.2
Case#1'Baseline'WholeTumor MYH4 17 10356117 Missense_Mutation C T p.E1082K 45 30 0.667 0.844 2 1 1 79 myosin,EheavyEchainE4,EskeletalEmuscle ENST00000255381.2
Case#1'Baseline'WholeTumor MYH2 17 10428903 Missense_Mutation C T p.E1468K 64 21 0.328 0.415 2 1 1 73 myosin,EheavyEchainE2,EskeletalEmuscle,Eadult ENST00000245503.5
Case#1'Baseline'WholeTumor MYH2 17 10446421 Missense_Mutation C T p.E267K 72 26 0.361 0.457 2 1 1 90 myosin,EheavyEchainE2,EskeletalEmuscle,Eadult ENST00000245503.5
Case#1'Baseline'WholeTumor MYH3 17 10533685 Missense_Mutation C T p.D1793N 107 50 0.467 0.592 2 1 1 155 myosin,EheavyEchainE3,EskeletalEmuscle,Eembryonic ENST00000583535.1
Case#1'Baseline'WholeTumor DNAH9 17 11556263 Missense_Mutation G A p.E847K 57 18 0.316 0.400 2 1 1 78 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4
Case#1'Baseline'WholeTumor DNAH9 17 11772460 Missense_Mutation G A p.E3315K 67 23 0.343 0.435 2 1 1 86 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4
Case#1'Baseline'WholeTumor FLCN 17 17118576 Missense_Mutation A G p.V452A 66 27 0.409 0.518 2 1 1 45 folliculin ENST00000285071.4
Case#1'Baseline'WholeTumor TOM1L2 17 17797066 Missense_Mutation C T p.R92Q 52 21 0.404 0.511 2 1 1 61 targetEofEmyb1'likeE2E(chicken) ENST00000379504.3
Case#1'Baseline'WholeTumor ZNF286B 17 18565291 Missense_Mutation G A p.L510F 254 60 0.236 0.299 2 1 1 255 zincEfingerEproteinE286B ENST00000545289.1
Case#1'Baseline'WholeTumor EPN2 17 19189020 Missense_Mutation C T p.P228L 65 29 0.446 0.565 2 1 1 42 epsinE2 ENST00000314728.5
Case#1'Baseline'WholeTumor RNF112 17 19317435 Missense_Mutation G A p.D285N 36 11 0.306 0.387 2 1 1 37 ringEfingerEproteinE112 ENST00000461366.1
Case#1'Baseline'WholeTumor KIAA0100 17 26969968 Missense_Mutation A G p.V145A 73 35 0.479 0.607 2 1 1 95 KIAA0100 ENST00000528896.2
Case#1'Baseline'WholeTumor MYO18A 17 27493027 Missense_Mutation G A p.P311L 40 16 0.400 0.506 2 1 1 26 myosinEXVIIIA ENST00000527372.1
Case#1'Baseline'WholeTumor EFCAB5 17 28295941 Missense_Mutation C T p.S108L 56 14 0.250 0.316 2 1 1 69 EF'handEcalciumEbindingEdomainE5 ENST00000394835.3
Case#1'Baseline'WholeTumor NF1 17 29548940 Missense_Mutation G A p.E572K 83 26 0.313 0.397 2 1 1 85 neurofibrominE1 ENST00000358273.4
Case#1'Baseline'WholeTumor COPRS 17 30180029 Missense_Mutation G A p.P63S 81 36 0.444 0.563 2 1 1 87 coordinatorEofEPRMT5,EdifferentiationEstimulator ENST00000302362.6
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Case#1'Baseline'WholeTumor ZNF207 17 30693762 Missense_Mutation C T p.P287S 55 25 0.455 0.575 2 1 1 67 zincEfingerEproteinE207 ENST00000321233.6

Case#1'Baseline'WholeTumor CDK5R1 17 30815557 Missense_Mutation C T p.R307W 61 24 0.393 0.498 2 1 1 70 cyclin'dependentEkinaseE5,EregulatoryEsubunitE1E(p35) ENST00000313401.3

Case#1'Baseline'WholeTumor CCL13 17 32685133 Missense_Mutation C T p.H94Y 52 23 0.442 0.560 2 1 1 63 chemokineE(C'CEmotif)EligandE13 ENST00000225844.2

Case#1'Baseline'WholeTumor CCL18 17 34398362 Nonsense_Mutation G A p.W77* 159 72 0.453 0.573 2 1 1 196

chemokineE(C'CEmotif)EligandE18E(pulmonaryEandEactivation'

regulated) ENST00000004921.3

Case#1'Baseline'WholeTumor MYO19 17 34858954 Missense_Mutation G A p.P688L 126 50 0.397 0.502 2 1 1 108 myosinEXIX ENST00000431794.3

Case#1'Baseline'WholeTumor SYNRG 17 35880726 Missense_Mutation G A p.S1231F 52 17 0.327 0.414 2 1 1 56 synergin,Egamma ENST00000339208.6

Case#1'Baseline'WholeTumor TBC1D3F 17 36288299 Nonsense_Mutation C T p.Q129* 702 61 0.087 0.110 2 1 1 844 TBC1EdomainEfamily,EmemberE3F ENST00000327454.6

Case#1'Baseline'WholeTumor PCGF2 17 36891693 Missense_Mutation G A p.S273F 144 74 0.514 0.650 2 1 1 98 polycombEgroupEringEfingerE2 ENST00000580830.1

Case#1'Baseline'WholeTumor PSMD3 17 38146126 Missense_Mutation C T p.S274F 50 26 0.520 0.658 2 1 1 62 proteasomeE(prosome,Emacropain)E26SEsubunit,Enon'ATPase,E3 ENST00000264639.4

Case#1'Baseline'WholeTumor KRT28 17 38956009 Missense_Mutation G A p.S46F 33 9 0.273 0.345 2 1 1 43 keratinE28 ENST00000306658.7

Case#1'Baseline'WholeTumor TMEM99 17 38990863 Missense_Mutation C T p.S32F 55 17 0.309 0.391 2 1 1 81 transmembraneEproteinE99 ENST00000301665.3

Case#1'Baseline'WholeTumor KRTAP9'8 17 39394394 Missense_Mutation C T p.P31S 207 47 0.227 0.287 2 1 1 194 keratinEassociatedEproteinE9'8 ENST00000254072.6

Case#1'Baseline'WholeTumor KRTAP29'1 17 39458565 Missense_Mutation G A p.P180L 43 24 0.558 0.707 2 1 1 51 keratinEassociatedEproteinE29'1 ENST00000391353.1

Case#1'Baseline'WholeTumor SPATA32 17 43332551 Missense_Mutation G A p.T333I 173 70 0.405 0.512 2 1 1 203 spermatogenesisEassociatedE32 ENST00000331780.4

Case#1'Baseline'WholeTumor FAM117A 17 47793603 Nonsense_Mutation G A p.R329* 68 37 0.544 0.641 3 2 1 76 familyEwithEsequenceEsimilarityE117,EmemberEA ENST00000240364.2

Case#1'Baseline'WholeTumor COL1A1 17 48275324 Missense_Mutation C T p.E210K 113 26 0.230 0.271 3 2 1 72 collagen,EtypeEI,EalphaE1 ENST00000225964.5

Case#1'Baseline'WholeTumor PPM1E 17 57057800 Missense_Mutation C T p.S559F 31 5 0.161 0.190 3 2 1 31 proteinEphosphatase,EMg2+/Mn2+Edependent,E1E ENST00000308249.2

Case#1'Baseline'WholeTumor CLTC 17 57746275 Missense_Mutation C T p.P756S 164 87 0.530 0.624 3 2 1 129 clathrin,EheavyEchainE(Hc) ENST00000269122.3

Case#1'Baseline'WholeTumor HELZ 17 65124841 Missense_Mutation G A p.P1105S 109 67 0.615 0.724 3 2 1 72 helicaseEwithEzincEfinger ENST00000358691.5

Case#1'Baseline'WholeTumor ABCA8 17 66865889 Missense_Mutation C T p.V1515M 79 25 0.316 0.373 3 2 1 72 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE8 ENST00000269080.2

Case#1'Baseline'WholeTumor ABCA8 17 66933227 Missense_Mutation C T p.E111K 82 18 0.220 0.258 3 2 1 39 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE8 ENST00000269080.2

Case#1'Baseline'WholeTumor SDK2 17 71375689 Splice_Site C T 144 30 0.208 0.245 3 2 1 81 sidekickEcellEadhesionEmoleculeE2 ENST00000392650.3

Case#1'Baseline'WholeTumor KIF19 17 72346896 Missense_Mutation G A p.R480Q 167 98 0.587 0.691 3 2 1 131 kinesinEfamilyEmemberE19 ENST00000389916.4

Case#1'Baseline'WholeTumor GPRC5C 17 72436025 Missense_Mutation C T p.P82L 43 7 0.163 0.192 3 2 1 45 GEprotein'coupledEreceptor,EclassEC,EgroupE5,EmemberEC ENST00000481232.1

Case#1'Baseline'WholeTumor NAT9 17 72771807 Missense_Mutation C T p.G11R 119 66 0.555 0.653 3 2 1 81 N'acetyltransferaseE9E(GCN5'related,Eputative) ENST00000357814.3

Case#1'Baseline'WholeTumor OTOP3 17 72931939 Missense_Mutation G A p.G15R 140 82 0.586 0.690 3 2 1 53 otopetrinE3 ENST00000328801.4

Case#1'Baseline'WholeTumor HID1 17 72958413 Missense_Mutation G A p.S176F 116 32 0.276 0.325 3 2 1 53 HID1EdomainEcontaining ENST00000425042.2

Case#1'Baseline'WholeTumor ITGB4 17 73732763 Missense_Mutation G A p.E660K 64 8 0.125 0.147 3 2 1 41 integrin,EbetaE4 ENST00000200181.3

Case#1'Baseline'WholeTumor SEC14L1 17 75187009 Missense_Mutation T G p.V63G 162 30 0.185 0.218 3 2 1 128 SEC14'likeE1E(S.Ecerevisiae) ENST00000413679.2

Case#1'Baseline'WholeTumor DNAH17 17 76449428 Missense_Mutation C T p.G3504E 114 22 0.193 0.227 3 2 1 61 dynein,Eaxonemal,EheavyEchainE17 ENST00000585328.1

Case#1'Baseline'WholeTumor DNAH17 17 76472670 Missense_Mutation G A p.T2708I 220 53 0.241 0.284 3 2 1 182 dynein,Eaxonemal,EheavyEchainE17 ENST00000585328.1

Case#1'Baseline'WholeTumor GAA 17 78090886 Missense_Mutation G A p.G770D 116 73 0.629 0.741 3 2 1 78 glucosidase,Ealpha;Eacid ENST00000302262.3

Case#1'Baseline'WholeTumor B3GNTL1 17 80904805 Missense_Mutation C T p.G354S 84 26 0.310 0.364 3 2 1 50

UDP'GlcNAc:betaGalEbeta'1,3'N'acetylglucosaminyltransferase'

likeE1 ENST00000320865.3

Case#1'Baseline'WholeTumor DSC3 18 28588081 Missense_Mutation C T p.E522K 93 33 0.355 0.449 2 1 1 106 desmocollinE3 ENST00000360428.4

Case#1'Baseline'WholeTumor DSC3 18 28604431 Missense_Mutation C T p.G220E 57 30 0.526 0.666 2 1 1 68 desmocollinE3 ENST00000360428.4

Case#1'Baseline'WholeTumor CCDC178 18 30992024 Missense_Mutation G A p.S10F 69 23 0.333 0.422 2 1 1 106 coiled'coilEdomainEcontainingE178 ENST00000383096.3

Case#1'Baseline'WholeTumor ASXL3 18 31323386 Missense_Mutation C T p.P1192S 54 24 0.444 0.563 2 1 1 61 additionalEsexEcombsElikeEtranscriptionalEregulatorE3 ENST00000269197.5

Case#1'Baseline'WholeTumor ASXL3 18 31324221 Missense_Mutation C T p.P1470L 45 15 0.333 0.422 2 1 1 71 additionalEsexEcombsElikeEtranscriptionalEregulatorE3 ENST00000269197.5

Case#1'Baseline'WholeTumor DTNA 18 32407618 Missense_Mutation GG AA p.G358K 57 18 0.316 0.400 2 1 1 74 dystrobrevin,Ealpha ENST00000399113.3

Case#1'Baseline'WholeTumor LOXHD1 18 44184156 Missense_Mutation C T p.D266N 27 10 0.370 0.469 2 1 1 38 lipoxygenaseEhomologyEdomainsE1 ENST00000441551.2

Case#1'Baseline'WholeTumor MYO5B 18 47432805 Missense_Mutation C T p.G800R 26 16 0.615 0.779 2 1 1 26 myosinEVB ENST00000285039.7

Case#1'Baseline'WholeTumor MAPK4 18 48248343 Missense_Mutation G A p.E243K 37 13 0.351 0.445 2 1 1 65 mitogen'activatedEproteinEkinaseE4 ENST00000400384.2

Case#1'Baseline'WholeTumor DCC 18 50994327 Missense_Mutation G A p.R1228Q 64 23 0.359 0.455 2 1 1 104 DCCEnetrinE1Ereceptor ENST00000442544.2

Case#1'Baseline'WholeTumor TCF4 18 52899872 Missense_Mutation A G p.V506A 48 13 0.271 0.343 2 1 1 58 transcriptionEfactorE4 ENST00000356073.4

Case#1'Baseline'WholeTumor ONECUT2 18 55143714 Missense_Mutation C T p.S425F 22 12 0.545 0.690 2 1 1 25 oneEcutEhomeoboxE2 ENST00000491143.2

Case#1'Baseline'WholeTumor CDH20 18 59158012 Missense_Mutation G A p.D76N 72 23 0.319 0.404 2 1 1 110 cadherinE20,EtypeE2 ENST00000262717.4

Case#1'Baseline'WholeTumor ZCCHC2 18 60241464 Missense_Mutation C T p.S717F 81 26 0.321 0.406 2 1 1 119 zincEfinger,ECCHCEdomainEcontainingE2 ENST00000269499.5

Case#1'Baseline'WholeTumor SERPINB4 18 61309074 Missense_Mutation C T p.E91K 118 47 0.398 0.504 2 1 1 209 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE4 ENST00000341074.5

Case#1'Baseline'WholeTumor SERPINB7 18 61463608 Missense_Mutation G A p.E149K 78 31 0.397 0.503 2 1 1 93 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE7 ENST00000398019.2

Case#1'Baseline'WholeTumor PLK5 19 1527970 Missense_Mutation C T p.A13V 111 41 0.369 0.468 2 1 1 102 polo'likeEkinaseE5 ENST00000334770.4

Case#1'Baseline'WholeTumor ZNF77 19 2933951 Missense_Mutation G A p.P392S 90 39 0.433 0.549 2 1 1 108 zincEfingerEproteinE77 ENST00000314531.4

Case#1'Baseline'WholeTumor ZFR2 19 3810815 Missense_Mutation A C p.V789G 202 71 0.351 0.445 2 1 1 156 zincEfingerERNAEbindingEproteinE2 ENST00000262961.4

Case#1'Baseline'WholeTumor LONP1 19 5719866 Missense_Mutation C T p.G93E 22 10 0.455 0.575 2 1 1 25 lonEpeptidaseE1,Emitochondrial ENST00000360614.3

Case#1'Baseline'WholeTumor CTB'133G6.1 19 7437821 Missense_Mutation G A p.G47R 63 26 0.413 0.522 2 1 1 76 ENST00000576789.1

Case#1'Baseline'WholeTumor PNPLA6 19 7625627 Missense_Mutation C T p.L1227F 68 30 0.441 0.558 2 1 1 59 patatin'likeEphospholipaseEdomainEcontainingE6 ENST00000221249.6

Case#1'Baseline'WholeTumor STXBP2 19 7707219 Splice_Site G A p.R265K 76 39 0.513 0.650 2 1 1 56 syntaxinEbindingEproteinE2 ENST00000221283.5

Case#1'Baseline'WholeTumor ADAMTS10 19 8651078 Missense_Mutation G A p.P863L 76 22 0.289 0.366 2 1 1 79 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E10 ENST00000597188.1

Case#1'Baseline'WholeTumor ACTL9 19 8808786 Missense_Mutation G A p.S89L 81 38 0.469 0.594 2 1 1 72 actin'likeE9 ENST00000324436.3

Case#1'Baseline'WholeTumor MUC16 19 9012820 Missense_Mutation G A p.P12875L 273 79 0.289 0.366 2 1 1 364 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9014655 Missense_Mutation GG AA p.R12774C 112 26 0.232 0.294 2 1 1 147 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9017469 Missense_Mutation GG AA p.R12619C 202 22 0.109 0.138 2 1 1 256 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9047086 Missense_Mutation G C p.D11515E 103 44 0.427 0.541 2 1 1 157 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9048674 Missense_Mutation C T p.G10986E 163 64 0.393 0.497 2 1 1 235 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9049967 Missense_Mutation C T p.R10555K 105 33 0.314 0.398 2 1 1 125 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9068125 Missense_Mutation C T p.E6441K 48 15 0.313 0.396 2 1 1 81 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9075553 Missense_Mutation G A p.H3965Y 110 39 0.355 0.449 2 1 1 173 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9075565 Missense_Mutation C T p.E3961K 109 43 0.394 0.499 2 1 1 168 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9082946 Missense_Mutation C T p.G2957S 79 32 0.405 0.513 2 1 1 83 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor MUC16 19 9089678 Missense_Mutation C T p.D713N 94 45 0.479 0.606 2 1 1 121 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#1'Baseline'WholeTumor OR7D2 19 9297032 Missense_Mutation C T p.T192I 63 17 0.270 0.342 2 1 1 75 olfactoryEreceptor,EfamilyE7,EsubfamilyED,EmemberE2 ENST00000344248.2

Case#1'Baseline'WholeTumor COL5A3 19 10089885 Missense_Mutation C T p.E933K 34 14 0.412 0.521 2 1 1 55 collagen,EtypeEV,EalphaE3 ENST00000264828.3

Case#1'Baseline'WholeTumor DNMT1 19 10305571 Missense_Mutation G A p.P2L 36 15 0.417 0.527 2 1 1 9 DNAE(cytosine'5')'methyltransferaseE1 ENST00000340748.4

Case#1'Baseline'WholeTumor PDE4A 19 10570404 Missense_Mutation C T p.T445I 44 14 0.318 0.403 2 1 1 44 phosphodiesteraseE4A,EcAMP'specific ENST00000352831.6

Case#1'Baseline'WholeTumor ZNF763 19 12089022 Nonsense_Mutation C T p.Q95* 113 34 0.301 0.381 2 1 1 181 zincEfingerEproteinE763 ENST00000358987.3

Case#1'Baseline'WholeTumor ZNF490 19 12692380 Missense_Mutation G A p.S170F 116 56 0.483 0.611 2 1 1 139 zincEfingerEproteinE490 ENST00000311437.6

Case#1'Baseline'WholeTumor DNAJB1 19 14626756 Missense_Mutation A G p.I340T 70 26 0.371 0.470 2 1 1 83 DnaJE(Hsp40)Ehomolog,EsubfamilyEB,EmemberE1 ENST00000254322.2

Case#1'Baseline'WholeTumor OR7C1 19 14910162 Missense_Mutation C T p.A263T 79 26 0.329 0.417 2 1 1 69 olfactoryEreceptor,EfamilyE7,EsubfamilyEC,EmemberE1 ENST00000248073.2

Case#1'Baseline'WholeTumor CYP4F3 19 15769586 Missense_Mutation C T p.P455L 99 41 0.414 0.524 2 1 1 78 cytochromeEP450,EfamilyE4,EsubfamilyEF,EpolypeptideE3 ENST00000221307.8

Case#1'Baseline'WholeTumor CYP4F11 19 16038276 Missense_Mutation C T p.D121N 51 18 0.353 0.447 2 1 1 93 cytochromeEP450,EfamilyE4,EsubfamilyEF,EpolypeptideE11 ENST00000402119.4

Case#1'Baseline'WholeTumor CPAMD8 19 17068694 Missense_Mutation C T p.E796K 64 20 0.313 0.396 2 1 1 70 C3EandEPZP'like,Ealpha'2'macroglobulinEdomainEcontainingE8 ENST00000443236.1

Case#1'Baseline'WholeTumor CPAMD8 19 17091331 Missense_Mutation G A p.R568C 74 21 0.284 0.359 2 1 1 87 C3EandEPZP'like,Ealpha'2'macroglobulinEdomainEcontainingE8 ENST00000443236.1

Case#1'Baseline'WholeTumor UNC13A 19 17763477 Nonsense_Mutation C A p.E468* 54 17 0.315 0.398 2 1 1 66 unc'13EhomologEAE(C.Eelegans) ENST00000519716.2

Case#1'Baseline'WholeTumor SLC5A5 19 17986906 Missense_Mutation A G p.N230S 41 17 0.415 0.525 2 1 1 59 soluteEcarrierEfamilyE5E(sodium/iodideEcotransporter),EmemberE5 ENST00000222248.3
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Case#1'Baseline'WholeTumor COMP 19 18899520 Missense_Mutation C T p.G215S 25 9 0.360 0.456 2 1 1 16 cartilageEoligomericEmatrixEprotein ENST00000222271.2
Case#1'Baseline'WholeTumor UPF1 19 18961604 Missense_Mutation C T p.P246L 152 59 0.388 0.491 2 1 1 82 UPF1EregulatorEofEnonsenseEtranscriptsEhomologE(yeast) ENST00000599848.1
Case#1'Baseline'WholeTumor ZNF93 19 20045187 Missense_Mutation C T p.H475Y 32 8 0.250 0.316 2 1 1 38 zincEfingerEproteinE93 ENST00000343769.5
Case#1'Baseline'WholeTumor AC007204.1 19 20048638 Missense_Mutation C T p.G1E 120 44 0.367 0.464 2 1 1 122 ENST00000595282.1
Case#1'Baseline'WholeTumor ZNF90 19 20216075 Missense_Mutation G A p.G59E 172 71 0.413 0.523 2 1 1 180 zincEfingerEproteinE90 ENST00000418063.2
Case#1'Baseline'WholeTumor ZNF714 19 21281116 Splice_Site G A p.L14L 120 42 0.350 0.443 2 1 1 141 zincEfingerEproteinE714 ENST00000596143.1
Case#1'Baseline'WholeTumor ZNF208 19 22156497 Missense_Mutation G A p.H447Y 66 24 0.364 0.460 2 1 1 89 zincEfingerEproteinE208 ENST00000397126.4
Case#1'Baseline'WholeTumor ZNF729 19 22496823 Missense_Mutation C T p.H202Y 59 19 0.322 0.408 2 1 1 68 zincEfingerEproteinE729 ENST00000601693.1
Case#1'Baseline'WholeTumor ZNF728 19 23158524 Missense_Mutation C T p.E539K 36 12 0.333 0.422 2 1 1 37 zincEfingerEproteinE728 ENST00000594710.1

Case#1'Baseline'WholeTumor POP4 19 30106202 Missense_Mutation C T p.S193F 103 34 0.330 0.418 2 1 1 134
processingEofEprecursorE4,EribonucleaseEP/MRPEsubunitE(S.E

cerevisiae) ENST00000585603.1
Case#1'Baseline'WholeTumor URI1 19 30499976 Missense_Mutation C T p.R251C 59 19 0.322 0.408 2 1 1 68 URI1,Eprefoldin'likeEchaperone ENST00000542441.2
Case#1'Baseline'WholeTumor KMT2B 19 36211511 Missense_Mutation C T p.S421L 54 26 0.481 0.609 2 1 1 63 lysineE(K)'specificEmethyltransferaseE2B ENST00000222270.7
Case#1'Baseline'WholeTumor KMT2B 19 36211765 Missense_Mutation C T p.P506S 53 20 0.377 0.478 2 1 1 32 lysineE(K)'specificEmethyltransferaseE2B ENST00000222270.7
Case#1'Baseline'WholeTumor WDR62 19 36592574 Missense_Mutation G C p.E994Q 56 25 0.446 0.565 2 1 1 44 WDErepeatEdomainE62 ENST00000270301.7
Case#1'Baseline'WholeTumor ZNF382 19 37117458 Missense_Mutation C T p.S220F 34 15 0.441 0.558 2 1 1 33 zincEfingerEproteinE382 ENST00000292928.2
Case#1'Baseline'WholeTumor ZNF527 19 37879964 Missense_Mutation C T p.A338V 83 26 0.313 0.397 2 1 1 93 zincEfingerEproteinE527 ENST00000436120.2
Case#1'Baseline'WholeTumor WDR87 19 38376099 Missense_Mutation C T p.D2699N 41 16 0.390 0.494 2 1 1 34 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Baseline'WholeTumor WDR87 19 38379452 Missense_Mutation C T p.R1581Q 146 64 0.438 0.555 2 1 1 212 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Baseline'WholeTumor WDR87 19 38380329 Missense_Mutation C T p.E1289K 29 15 0.517 0.655 2 1 1 67 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Baseline'WholeTumor WDR87 19 38382235 Missense_Mutation GG AA p.P1078L 95 41 0.432 0.546 2 1 1 33 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Baseline'WholeTumor WDR87 19 38385303 Missense_Mutation G A p.S308F 32 9 0.281 0.356 2 1 1 46 WDErepeatEdomainE87 ENST00000303868.5
Case#1'Baseline'WholeTumor RYR1 19 39051805 Missense_Mutation C T p.S4112L 92 33 0.359 0.454 2 1 1 60 ryanodineEreceptorE1E(skeletal) ENST00000359596.3
Case#1'Baseline'WholeTumor RINL 19 39364598 Nonsense_Mutation G A p.Q81* 40 13 0.325 0.411 2 1 1 46 RasEandERabEinteractor'like ENST00000591812.1
Case#1'Baseline'WholeTumor AC011500.1 19 39930255 Missense_Mutation C T p.P15L 29 14 0.483 0.611 2 1 1 22 ENST00000396843.1
Case#1'Baseline'WholeTumor FCGBP 19 40408433 Missense_Mutation C T p.G1469E 127 35 0.276 0.349 2 1 1 141 FcEfragmentEofEIgGEbindingEprotein ENST00000221347.6
Case#1'Baseline'WholeTumor CYP2A7 19 41387569 Missense_Mutation C T p.A90T 119 30 0.252 0.319 2 1 1 80 cytochromeEP450,EfamilyE2,EsubfamilyEA,EpolypeptideE7 ENST00000301146.4
Case#1'Baseline'WholeTumor PSG6 19 43414930 Missense_Mutation G A p.P170S 185 72 0.389 0.493 2 1 1 271 pregnancyEspecificEbeta'1'glycoproteinE6 ENST00000292125.2
Case#1'Baseline'WholeTumor PSG9 19 43762572 Missense_Mutation G A p.T342I 219 87 0.397 0.503 2 1 1 243 pregnancyEspecificEbeta'1'glycoproteinE9 ENST00000270077.3
Case#1'Baseline'WholeTumor ZNF112 19 44832836 Missense_Mutation G A p.P498S 50 19 0.380 0.481 2 1 1 72 zincEfingerEproteinE112 ENST00000337401.4
Case#1'Baseline'WholeTumor ZNF112 19 44833021 Missense_Mutation A G p.V436A 35 15 0.429 0.542 2 1 1 40 zincEfingerEproteinE112 ENST00000337401.4
Case#1'Baseline'WholeTumor KLC3 19 45849897 Nonsense_Mutation G A p.W118* 29 7 0.241 0.306 2 1 1 29 kinesinElightEchainE3 ENST00000391946.2
Case#1'Baseline'WholeTumor FOSB 19 45974142 Missense_Mutation A T p.T128S 77 25 0.325 0.411 2 1 1 58 FBJEmurineEosteosarcomaEviralEoncogeneEhomologEB ENST00000353609.3
Case#1'Baseline'WholeTumor AC074212.3 19 46257749 Missense_Mutation G A p.R190Q 57 30 0.526 0.666 2 1 1 51 ENST00000457052.2
Case#1'Baseline'WholeTumor AC074212.3 19 46257839 Missense_Mutation G A p.G220E 81 26 0.321 0.406 2 1 1 90 ENST00000457052.2
Case#1'Baseline'WholeTumor SLC8A2 19 47941229 Splice_Site C T p.G629G 50 16 0.320 0.405 2 1 1 59 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE2 ENST00000236877.6

Case#1'Baseline'WholeTumor SLC17A7 19 49940011 Missense_Mutation G A p.A37V 66 29 0.439 0.556 2 1 1 31
soluteEcarrierEfamilyE17E(vesicularEglutamateEtransporter),EmemberE

7 ENST00000221485.3
Case#1'Baseline'WholeTumor MYH14 19 50775127 Missense_Mutation C T p.R1024C 54 22 0.407 0.516 2 1 1 61 myosin,EheavyEchainE14,Enon'muscle ENST00000596571.1
Case#1'Baseline'WholeTumor POLD1 19 50906324 Missense_Mutation C T p.P329S 37 15 0.405 0.513 2 1 1 28 polymeraseE(DNAEdirected),EdeltaE1,EcatalyticEsubunit ENST00000440232.2
Case#1'Baseline'WholeTumor MYBPC2 19 50939918 Missense_Mutation CC TA p.R131S 70 19 0.271 0.344 2 1 1 87 myosinEbindingEproteinEC,EfastEtype ENST00000357701.5
Case#1'Baseline'WholeTumor SHANK1 19 51172351 Missense_Mutation G A p.P956S 17 4 0.235 0.298 2 1 1 24 SH3EandEmultipleEankyrinErepeatEdomainsE1 ENST00000293441.1
Case#1'Baseline'WholeTumor KLK2 19 51380002 Missense_Mutation G A p.E161K 33 14 0.424 0.537 2 1 1 63 kallikrein'relatedEpeptidaseE2 ENST00000325321.3
Case#1'Baseline'WholeTumor CTD'2616J11.4 19 51892732 Missense_Mutation C T p.E23K 46 16 0.348 0.440 2 1 1 49 ENST00000574814.1
Case#1'Baseline'WholeTumor SIGLEC8 19 51958757 Missense_Mutation A C p.D322E 59 11 0.186 0.236 2 1 1 51 sialicEacidEbindingEIg'likeElectinE8 ENST00000321424.3
Case#1'Baseline'WholeTumor SIGLEC6 19 52023425 Missense_Mutation GG TA p.H425N 104 45 0.433 0.548 2 1 1 103 sialicEacidEbindingEIg'likeElectinE6 ENST00000425629.3
Case#1'Baseline'WholeTumor ZNF528 19 52919060 Missense_Mutation C T p.H319Y 63 26 0.413 0.522 2 1 1 86 zincEfingerEproteinE528 ENST00000360465.3
Case#1'Baseline'WholeTumor ZNF534 19 52941990 Missense_Mutation C T p.T439I 65 25 0.385 0.487 2 1 1 111 zincEfingerEproteinE534 ENST00000332323.6
Case#1'Baseline'WholeTumor NLRP12 19 54327170 Missense_Mutation C T p.E87K 87 32 0.368 0.466 2 1 1 107 NLREfamily,EpyrinEdomainEcontainingE12 ENST00000324134.6
Case#1'Baseline'WholeTumor TARM1 19 54578294 Missense_Mutation C T p.R48Q 74 27 0.365 0.462 2 1 1 41 TEcell'interacting,EactivatingEreceptorEonEmyeloidEcellsE1 ENST00000432826.1

Case#1'Baseline'WholeTumor LILRB2 19 54781428 Missense_Mutation G A p.P446S 36 8 0.222 0.281 2 1 1 35
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEBE(withETMEandE

ITIMEdomains),EmemberE2 ENST00000391749.4

Case#1'Baseline'WholeTumor LILRB2 19 54783274 Missense_Mutation C T p.R195K 98 34 0.347 0.439 2 1 1 162
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEBE(withETMEandE

ITIMEdomains),EmemberE2 ENST00000391749.4
Case#1'Baseline'WholeTumor NLRP7 19 55450454 Missense_Mutation G A p.S578F 59 25 0.424 0.536 2 1 1 100 NLREfamily,EpyrinEdomainEcontainingE7 ENST00000590030.1
Case#1'Baseline'WholeTumor PTPRH 19 55716732 Missense_Mutation C T p.G194E 178 81 0.455 0.576 2 1 1 194 proteinEtyrosineEphosphatase,EreceptorEtype,EH ENST00000376350.3
Case#1'Baseline'WholeTumor EPN1 19 56200664 Splice_Site C T p.P202L 106 32 0.302 0.382 2 1 1 75 epsinE1 ENST00000270460.6
Case#1'Baseline'WholeTumor NLRP8 19 56490812 Missense_Mutation C T p.L977F 72 31 0.431 0.545 2 1 1 71 NLREfamily,EpyrinEdomainEcontainingE8 ENST00000291971.3
Case#1'Baseline'WholeTumor NLRP8 19 56499244 Missense_Mutation G A p.G1038R 90 39 0.433 0.549 2 1 1 93 NLREfamily,EpyrinEdomainEcontainingE8 ENST00000291971.3
Case#1'Baseline'WholeTumor USP29 19 57640501 Missense_Mutation C T p.S153L 38 9 0.237 0.300 2 1 1 65 ubiquitinEspecificEpeptidaseE29 ENST00000254181.4
Case#1'Baseline'WholeTumor USP29 19 57641208 Missense_Mutation G A p.E389K 32 13 0.406 0.514 2 1 1 42 ubiquitinEspecificEpeptidaseE29 ENST00000254181.4
Case#1'Baseline'WholeTumor USP29 19 57642499 Missense_Mutation C T p.P819L 45 16 0.356 0.450 2 1 1 74 ubiquitinEspecificEpeptidaseE29 ENST00000254181.4
Case#1'Baseline'WholeTumor ZNF418 19 58438869 Missense_Mutation C T p.R227K 116 36 0.310 0.393 2 1 1 172 zincEfingerEproteinE418 ENST00000396147.1
Case#1'Baseline'WholeTumor ALLC 2 3743414 Frame_Shift_Del TG ' p.W207fs 72 29 0.403 0.510 2 1 1 127 allantoicase ENST00000252505.3
Case#1'Baseline'WholeTumor KIDINS220 2 8870915 Missense_Mutation C T p.E1751K 100 39 0.390 0.494 2 1 1 121 kinaseED'interactingEsubstrate,E220kDa ENST00000256707.3

Case#1'Baseline'WholeTumor KCNS3 2 18112971 Nonsense_Mutation G A p.W232* 45 18 0.400 0.506 2 1 1 64
potassiumEvoltage'gatedEchannel,Edelayed'rectifier,EsubfamilyES,E

memberE3 ENST00000403915.1
Case#1'Baseline'WholeTumor MFSD2B 2 24236215 Missense_Mutation C T p.P53S 80 28 0.350 0.443 2 1 1 86 majorEfacilitatorEsuperfamilyEdomainEcontainingE2B ENST00000406420.3
Case#1'Baseline'WholeTumor C2orf71 2 29294142 Missense_Mutation G A p.P996S 61 27 0.443 0.560 2 1 1 58 chromosomeE2EopenEreadingEframeE71 ENST00000331664.5
Case#1'Baseline'WholeTumor VIT 2 37000987 Missense_Mutation C T p.P245S 79 22 0.278 0.353 2 1 1 75 vitrin ENST00000389975.3
Case#1'Baseline'WholeTumor SLC8A1 2 40397451 Missense_Mutation G A p.P670S 52 12 0.231 0.292 2 1 1 70 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE1 ENST00000403092.1
Case#1'Baseline'WholeTumor PKDCC 2 42281304 Missense_Mutation T G p.D297E 128 51 0.398 0.504 2 1 1 80 proteinEkinaseEdomainEcontaining,Ecytoplasmic ENST00000294964.5
Case#1'Baseline'WholeTumor SOCS5 2 46985901 Nonsense_Mutation A T p.R78* 41 17 0.415 0.525 2 1 1 61 suppressorEofEcytokineEsignalingE5 ENST00000306503.5
Case#1'Baseline'WholeTumor FSHR 2 49210079 Missense_Mutation A C p.F214V 65 30 0.462 0.584 2 1 1 71 follicleEstimulatingEhormoneEreceptor ENST00000406846.2
Case#1'Baseline'WholeTumor TIA1 2 70457971 Missense_Mutation G A p.P47S 96 38 0.396 0.501 2 1 1 100 TIA1EcytotoxicEgranule'associatedERNAEbindingEprotein ENST00000433529.2
Case#1'Baseline'WholeTumor C2orf78 2 74043397 Missense_Mutation G A p.G683S 19 8 0.421 0.533 2 1 1 32 chromosomeE2EopenEreadingEframeE78 ENST00000409561.1
Case#1'Baseline'WholeTumor MOGS 2 74689363 Missense_Mutation G A p.P518L 112 36 0.321 0.407 2 1 1 130 mannosyl'oligosaccharideEglucosidase ENST00000233616.4
Case#1'Baseline'WholeTumor M1AP 2 74842208 Missense_Mutation CC TT p.G103E 48 23 0.479 0.607 2 1 1 56 meiosisE1EassociatedEprotein ENST00000290536.5
Case#1'Baseline'WholeTumor LRRTM4 2 77745733 Missense_Mutation G A p.S421L 78 37 0.474 0.600 2 1 1 96 leucineErichErepeatEtransmembraneEneuronalE4 ENST00000409093.1
Case#1'Baseline'WholeTumor CTNNA2 2 80874951 Missense_Mutation C T p.S939L 32 15 0.469 0.593 2 1 1 50 cateninE(cadherin'associatedEprotein),EalphaE2 ENST00000402739.4
Case#1'Baseline'WholeTumor DNAH6 2 84896614 Missense_Mutation G A p.G2096R 70 31 0.443 0.561 2 1 1 107 dynein,Eaxonemal,EheavyEchainE6 ENST00000237449.6
Case#1'Baseline'WholeTumor KCMF1 2 85255039 Missense_Mutation G A p.G15E 72 29 0.403 0.510 2 1 1 89 potassiumEchannelEmodulatoryEfactorE1 ENST00000409785.4
Case#1'Baseline'WholeTumor REEP1 2 86459757 Missense_Mutation T C p.S196G 153 47 0.307 0.389 2 1 1 102 receptorEaccessoryEproteinE1 ENST00000165698.5
Case#1'Baseline'WholeTumor KRCC1 2 88327571 Missense_Mutation G A p.S171L 45 18 0.400 0.506 2 1 1 43 lysine'richEcoiled'coilE1 ENST00000347055.3
Case#1'Baseline'WholeTumor PROM2 2 95951436 Missense_Mutation T A p.L642Q 68 28 0.412 0.521 2 1 1 70 promininE2 ENST00000317620.9
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Case#1'Baseline'WholeTumor CNGA3 2 99013039 Missense_Mutation C T p.A469V 46 24 0.522 0.660 2 1 1 59 cyclicEnucleotideEgatedEchannelEalphaE3 ENST00000272602.2
Case#1'Baseline'WholeTumor EIF5B 2 99980828 Missense_Mutation C T p.S411F 31 10 0.323 0.408 2 1 1 36 eukaryoticEtranslationEinitiationEfactorE5B ENST00000289371.6
Case#1'Baseline'WholeTumor AFF3 2 100203616 Splice_Site C T p.S864N 142 52 0.366 0.464 2 1 1 168 AF4/FMR2Efamily,EmemberE3 ENST00000409236.2
Case#1'Baseline'WholeTumor ZC3H6 2 113080319 Missense_Mutation C T p.P394S 63 28 0.444 0.563 2 1 1 77 zincEfingerECCCH'typeEcontainingE6 ENST00000409871.1
Case#1'Baseline'WholeTumor POLR1B 2 113308515 Missense_Mutation C T p.T233I 153 47 0.307 0.389 2 1 1 132 polymeraseE(RNA)EIEpolypeptideEB,E128kDa ENST00000263331.5
Case#1'Baseline'WholeTumor IL1A 2 113539352 Nonsense_Mutation G A p.Q50* 74 32 0.432 0.547 2 1 1 87 interleukinE1,Ealpha ENST00000263339.3
Case#1'Baseline'WholeTumor IL36B 2 113783785 Missense_Mutation C T p.G96R 98 37 0.378 0.478 2 1 1 115 interleukinE36,Ebeta ENST00000259213.4
Case#1'Baseline'WholeTumor IWS1 2 128263292 Nonsense_Mutation C A p.G63* 31 4 0.129 0.163 2 1 1 32 IWS1EhomologE(S.Ecerevisiae) ENST00000295321.4
Case#1'Baseline'WholeTumor POTEF 2 130878027 Missense_Mutation C T p.R21K 294 84 0.286 0.362 2 1 1 342 POTEEankyrinEdomainEfamily,EmemberEF ENST00000409914.2
Case#1'Baseline'WholeTumor THSD7B 2 137814764 Missense_Mutation C T p.S305L 43 19 0.442 0.559 2 1 1 88 thrombospondin,EtypeEI,EdomainEcontainingE7B ENST00000409968.1
Case#1'Baseline'WholeTumor THSD7B 2 137990472 Missense_Mutation G A p.G640E 72 21 0.292 0.369 2 1 1 139 thrombospondin,EtypeEI,EdomainEcontainingE7B ENST00000409968.1
Case#1'Baseline'WholeTumor LRP1B 2 141202236 Missense_Mutation C G p.C3357S 39 22 0.564 0.714 2 1 1 54 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3
Case#1'Baseline'WholeTumor LRP1B 2 141473542 Splice_Site C A p.G2008V 92 27 0.293 0.371 2 1 1 100 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3
Case#1'Baseline'WholeTumor KYNU 2 143798132 Missense_Mutation CC TT p.P393L 64 26 0.406 0.514 2 1 1 95 kynureninase ENST00000264170.4
Case#1'Baseline'WholeTumor NEB 2 152418675 Nonsense_Mutation C T p.W4614* 86 34 0.395 0.500 2 1 1 126 nebulin ENST00000172853.10
Case#1'Baseline'WholeTumor NEB 2 152510597 Missense_Mutation C T p.G2275E 52 16 0.308 0.389 2 1 1 70 nebulin ENST00000172853.10
Case#1'Baseline'WholeTumor GALNT5 2 158157341 Nonsense_Mutation A T p.K757* 128 58 0.453 0.574 2 1 1 150 polypeptideEN'acetylgalactosaminyltransferaseE5 ENST00000259056.4
Case#1'Baseline'WholeTumor PKP4 2 159533266 Missense_Mutation C T p.S1048F 87 39 0.448 0.567 2 1 1 138 plakophilinE4 ENST00000389759.3
Case#1'Baseline'WholeTumor ITGB6 2 160994079 Missense_Mutation G A p.P509L 55 19 0.345 0.437 2 1 1 68 integrin,EbetaE6 ENST00000283249.2
Case#1'Baseline'WholeTumor DPP4 2 162862292 Missense_Mutation C T p.G672D 68 18 0.265 0.335 2 1 1 96 dipeptidyl'peptidaseE4 ENST00000360534.3
Case#1'Baseline'WholeTumor XIRP2 2 168114647 Missense_Mutation G A p.E564K 22 7 0.318 0.403 2 1 1 33 xinEactin'bindingErepeatEcontainingE2 ENST00000409728.1
Case#1'Baseline'WholeTumor LRP2 2 170129549 Missense_Mutation CC TT p.G668E 48 16 0.333 0.422 2 1 1 84 lowEdensityElipoproteinEreceptor'relatedEproteinE2 ENST00000263816.3
Case#1'Baseline'WholeTumor MYO3B 2 171055731 Missense_Mutation G A p.G6R 36 15 0.417 0.527 2 1 1 66 myosinEIIIB ENST00000408978.4
Case#1'Baseline'WholeTumor MYO3B 2 171070986 Missense_Mutation C T p.A140V 48 20 0.417 0.527 2 1 1 76 myosinEIIIB ENST00000408978.4
Case#1'Baseline'WholeTumor MYO3B 2 171323038 Missense_Mutation C T p.S944F 46 17 0.370 0.468 2 1 1 58 myosinEIIIB ENST00000408978.4
Case#1'Baseline'WholeTumor HOXD3 2 177034063 Frame_Shift_Del C ' p.A74fs 46 10 0.217 0.275 2 1 1 60 homeoboxED3 ENST00000468418.3
Case#1'Baseline'WholeTumor TTN 2 179418008 Nonsense_Mutation C T p.W28232* 97 25 0.258 0.326 2 1 1 140 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179418782 Missense_Mutation C T p.E28045K 50 16 0.320 0.405 2 1 1 58 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179425447 Missense_Mutation G A p.S26830F 80 31 0.388 0.491 2 1 1 99 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179439437 Missense_Mutation C T p.G22167R 58 19 0.328 0.415 2 1 1 65 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179444336 Missense_Mutation C T p.G20889R 37 14 0.378 0.479 2 1 1 35 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179452426 Missense_Mutation G A p.P19563S 67 26 0.388 0.491 2 1 1 74 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179457945 Missense_Mutation C T p.D18023N 54 21 0.389 0.492 2 1 1 76 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179497466 Missense_Mutation C T p.D12782N 16 4 0.250 0.316 2 1 1 39 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179536794 Missense_Mutation C T p.E11337K 62 21 0.339 0.429 2 1 1 50 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179595352 Missense_Mutation G A p.H5653Y 38 13 0.342 0.433 2 1 1 45 titin ENST00000591111.1
Case#1'Baseline'WholeTumor TTN 2 179606079 Missense_Mutation C T p.V3644M 57 24 0.421 0.533 2 1 1 60 titin ENST00000591111.1
Case#1'Baseline'WholeTumor CWC22 2 180851449 Missense_Mutation C G p.R60P 50 23 0.460 0.582 2 1 1 59 CWC22Espliceosome'associatedEprotein ENST00000410053.3
Case#1'Baseline'WholeTumor COL3A1 2 189859537 Missense_Mutation C T p.P479S 61 20 0.328 0.415 2 1 1 67 collagen,EtypeEIII,EalphaE1 ENST00000304636.3
Case#1'Baseline'WholeTumor COL3A1 2 189862099 Missense_Mutation G A p.G618E 66 28 0.424 0.537 2 1 1 105 collagen,EtypeEIII,EalphaE1 ENST00000304636.3
Case#1'Baseline'WholeTumor COL5A2 2 189929752 Missense_Mutation G A p.S532F 137 54 0.394 0.499 2 1 1 124 collagen,EtypeEV,EalphaE2 ENST00000374866.3
Case#1'Baseline'WholeTumor STAT4 2 191923476 Missense_Mutation C T p.E352K 73 28 0.384 0.486 2 1 1 72 signalEtransducerEandEactivatorEofEtranscriptionE4 ENST00000392320.2
Case#1'Baseline'WholeTumor DNAH7 2 196681377 Missense_Mutation C T p.E3246K 39 16 0.410 0.519 2 1 1 46 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Baseline'WholeTumor DNAH7 2 196681451 Missense_Mutation G A p.A3221V 67 28 0.418 0.529 2 1 1 68 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Baseline'WholeTumor DNAH7 2 196681481 Missense_Mutation G A p.S3211F 84 30 0.357 0.452 2 1 1 66 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Baseline'WholeTumor DNAH7 2 196788411 Missense_Mutation G A p.H1245Y 37 15 0.405 0.513 2 1 1 38 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Baseline'WholeTumor DNAH7 2 196799425 Missense_Mutation C T p.E1121K 94 32 0.340 0.431 2 1 1 103 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#1'Baseline'WholeTumor HECW2 2 197184134 Missense_Mutation C T p.A494T 20 8 0.400 0.506 2 1 1 25 HECT,EC2EandEWWEdomainEcontainingEE3EubiquitinEproteinEligaseE2 ENST00000260983.3
Case#1'Baseline'WholeTumor PLCL1 2 198948758 Missense_Mutation G A p.E173K 54 17 0.315 0.398 2 1 1 68 phospholipaseEC'likeE1 ENST00000428675.1
Case#1'Baseline'WholeTumor AOX1 2 201470309 Missense_Mutation G A p.D289N 91 26 0.286 0.362 2 1 1 119 aldehydeEoxidaseE1 ENST00000374700.2
Case#1'Baseline'WholeTumor ADAM23 2 207474705 Missense_Mutation G A p.G811S 31 14 0.452 0.572 2 1 1 46 ADAMEmetallopeptidaseEdomainE23 ENST00000264377.3
Case#1'Baseline'WholeTumor DYTN 2 207527804 Missense_Mutation C T p.G486R 53 18 0.340 0.430 2 1 1 52 dystrotelin ENST00000452335.2
Case#1'Baseline'WholeTumor CRYGD 2 208989066 Missense_Mutation C T p.E8K 282 104 0.369 0.467 2 1 1 209 crystallin,EgammaED ENST00000264376.4
Case#1'Baseline'WholeTumor PTH2R 2 209324660 Missense_Mutation CA AG p.Q319R 37 17 0.459 0.582 2 1 1 71 parathyroidEhormoneE2Ereceptor ENST00000272847.2
Case#1'Baseline'WholeTumor ERBB4 2 212570116 Splice_Site C T p.G375G 139 52 0.374 0.474 2 1 1 159 v'erb'b2EavianEerythroblasticEleukemiaEviralEoncogeneEhomologE4 ENST00000342788.4
Case#1'Baseline'WholeTumor ACSL3 2 223795362 Missense_Mutation C T p.P522S 121 41 0.339 0.429 2 1 1 111 acyl'CoAEsynthetaseElong'chainEfamilyEmemberE3 ENST00000357430.3
Case#1'Baseline'WholeTumor DOCK10 2 225761034 Missense_Mutation C T p.G132R 41 15 0.366 0.463 2 1 1 63 dedicatorEofEcytokinesisE10 ENST00000258390.7

Case#1'Baseline'WholeTumor NYAP2 2 226446872 Missense_Mutation G A p.E247K 64 23 0.359 0.455 2 1 1 67
neuronalEtyrosine'phosphorylatedEphosphoinositide'3'kinaseE

adaptorE2 ENST00000272907.6
Case#1'Baseline'WholeTumor COL4A4 2 227896939 Missense_Mutation C T p.E1211K 36 16 0.444 0.563 2 1 1 43 collagen,EtypeEIV,EalphaE4 ENST00000396625.3
Case#1'Baseline'WholeTumor COL4A3 2 228104892 Missense_Mutation C T p.P60S 42 21 0.500 0.633 2 1 1 58 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3
Case#1'Baseline'WholeTumor COL4A3 2 228154778 Missense_Mutation G A p.G1015E 56 20 0.357 0.452 2 1 1 72 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3
Case#1'Baseline'WholeTumor PID1 2 229890516 Missense_Mutation C T p.M195I 72 30 0.417 0.527 2 1 1 88 phosphotyrosineEinteractionEdomainEcontainingE1 ENST00000354069.6
Case#1'Baseline'WholeTumor SP140L 2 231223823 Missense_Mutation C T p.H139Y 83 36 0.434 0.549 2 1 1 60 SP140EnuclearEbodyEprotein'like ENST00000415673.2
Case#1'Baseline'WholeTumor SP100 2 231375877 Missense_Mutation C T p.P697L 112 41 0.366 0.463 2 1 1 130 SP100EnuclearEantigen ENST00000264052.5
Case#1'Baseline'WholeTumor GPR55 2 231775346 Missense_Mutation G A p.T111I 56 16 0.286 0.362 2 1 1 76 GEprotein'coupledEreceptorE55 ENST00000392040.1
Case#1'Baseline'WholeTumor INPP5D 2 234077959 Missense_Mutation G A p.G510R 67 28 0.418 0.529 2 1 1 66 inositolEpolyphosphate'5'phosphatase,E145kDa ENST00000359570.5
Case#1'Baseline'WholeTumor MROH2A 2 234720599 Missense_Mutation A C p.H882P 56 20 0.357 0.452 2 1 1 70 maestroEheat'likeErepeatEfamilyEmemberE2A ENST00000389758.3
Case#1'Baseline'WholeTumor ACKR3 2 237489127 Missense_Mutation G A p.D7N 80 37 0.463 0.585 2 1 1 83 atypicalEchemokineEreceptorE3 ENST00000272928.3
Case#1'Baseline'WholeTumor COL6A3 2 238283600 Missense_Mutation G A p.P1045L 64 25 0.391 0.494 2 1 1 52 collagen,EtypeEVI,EalphaE3 ENST00000295550.4
Case#1'Baseline'WholeTumor ESPNL 2 239033910 Splice_Site G A 154 66 0.429 0.542 2 1 1 103 espin'like ENST00000343063.3
Case#1'Baseline'WholeTumor PER2 2 239155102 Missense_Mutation G A p.P1228S 82 26 0.317 0.401 2 1 1 74 periodEcircadianEclockE2 ENST00000254657.3
Case#1'Baseline'WholeTumor AQP12A 2 241631640 Missense_Mutation G A p.M91I 146 67 0.459 0.581 2 1 1 106 aquaporinE12A ENST00000337801.4
Case#1'Baseline'WholeTumor SNED1 2 242003009 Missense_Mutation G A p.D793N 83 35 0.422 0.534 2 1 1 70 sushi,EnidogenEandEEGF'likeEdomainsE1 ENST00000310397.8
Case#1'Baseline'WholeTumor PASK 2 242046876 Missense_Mutation G A p.P1236S 76 29 0.382 0.483 2 1 1 94 PASEdomainEcontainingEserine/threonineEkinase ENST00000405260.1
Case#1'Baseline'WholeTumor NSFL1C 20 1424492 Missense_Mutation G A p.L339F 78 32 0.410 0.519 2 1 1 64 NSFL1E(p97)EcofactorE(p47) ENST00000216879.4
Case#1'Baseline'WholeTumor CHGB 20 5903289 Missense_Mutation G A p.E167K 28 9 0.321 0.407 2 1 1 27 chromograninEBE(secretograninE1) ENST00000378961.4
Case#1'Baseline'WholeTumor PAK7 20 9538323 Missense_Mutation G A p.L559F 71 22 0.310 0.392 2 1 1 107 p21EproteinE(Cdc42/Rac)'activatedEkinaseE7 ENST00000378429.3
Case#1'Baseline'WholeTumor SNAP25 20 10256146 Missense_Mutation G A p.E3K 80 24 0.300 0.380 2 1 1 85 synaptosomal'associatedEprotein,E25kDa ENST00000254976.2
Case#1'Baseline'WholeTumor PET117 20 18122915 Missense_Mutation C T p.L54F 105 44 0.419 0.530 2 1 1 106 PET117EhomologE(S.Ecerevisiae) ENST00000432901.3
Case#1'Baseline'WholeTumor RIN2 20 19937290 Missense_Mutation G A p.E113K 56 21 0.375 0.475 2 1 1 80 RasEandERabEinteractorE2 ENST00000255006.6
Case#1'Baseline'WholeTumor CRNKL1 20 20033087 Missense_Mutation G A p.S128F 117 48 0.410 0.519 2 1 1 107 crookedEneckEpre'mRNAEsplicingEfactorE1 ENST00000377340.2
Case#1'Baseline'WholeTumor C20orf26 20 20269392 Missense_Mutation C T p.S979F 73 27 0.370 0.468 2 1 1 71 ENST00000245957.5
Case#1'Baseline'WholeTumor GZF1 20 23346051 Missense_Mutation C T p.T344I 138 44 0.319 0.404 2 1 1 100 GDNF'inducibleEzincEfingerEproteinE1 ENST00000338121.5
Case#1'Baseline'WholeTumor SYNDIG1 20 24523736 Start_Codon_SNP G A p.M1I 82 43 0.524 0.664 2 1 1 89 synapseEdifferentiationEinducingE1 ENST00000376862.3
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Case#1'Baseline'WholeTumor CCM2L 20 30610584 Nonsense_Mutation G A p.W352* 59 17 0.288 0.365 2 1 1 57 cerebralEcavernousEmalformationE2'like ENST00000300415.8

Case#1'Baseline'WholeTumor BPIFB3 20 31656778 Splice_Site C T p.S383F 34 11 0.324 0.410 2 1 1 63 BPIEfoldEcontainingEfamilyEB,EmemberE3 ENST00000375494.3

Case#1'Baseline'WholeTumor BPIFB4 20 31678582 Missense_Mutation G A p.E374K 49 19 0.388 0.491 2 1 1 45 BPIEfoldEcontainingEfamilyEB,EmemberE4 ENST00000375483.3

Case#1'Baseline'WholeTumor SOGA1 20 35431407 Missense_Mutation G A p.S826F 43 13 0.302 0.383 2 1 1 22 suppressorEofEglucose,EautophagyEassociatedE1 ENST00000357779.3

Case#1'Baseline'WholeTumor KIAA1755 20 36869848 Missense_Mutation G A p.P229S 53 17 0.321 0.406 2 1 1 74 KIAA1755 ENST00000279024.4

Case#1'Baseline'WholeTumor PTPRT 20 40730906 Missense_Mutation G A p.P1191L 48 20 0.417 0.527 2 1 1 68 proteinEtyrosineEphosphatase,EreceptorEtype,ET ENST00000373187.1

Case#1'Baseline'WholeTumor JPH2 20 42789002 Missense_Mutation C T p.G142E 208 83 0.399 0.505 2 1 1 145 junctophilinE2 ENST00000372980.3

Case#1'Baseline'WholeTumor C20orf62 20 43090908 Missense_Mutation C T p.D44N 30 12 0.400 0.506 2 1 1 31 chromosomeE20EopenEreadingEframeE62 ENST00000372910.3

Case#1'Baseline'WholeTumor SLPI 20 43883138 Missense_Mutation C T p.G16E 54 19 0.352 0.445 2 1 1 66 secretoryEleukocyteEpeptidaseEinhibitor ENST00000338380.2

Case#1'Baseline'WholeTumor SPINT3 20 44144191 Missense_Mutation G C p.R20G 28 9 0.321 0.407 2 1 1 37 serineEpeptidaseEinhibitor,EKunitzEtype,E3 ENST00000217428.6

Case#1'Baseline'WholeTumor PCIF1 20 44574481 Missense_Mutation G A p.G434R 89 31 0.348 0.441 2 1 1 84 PDX1EC'terminalEinhibitingEfactorE1 ENST00000372409.3

Case#1'Baseline'WholeTumor SLC12A5 20 44680479 Missense_Mutation G A p.E806K 31 9 0.290 0.367 2 1 1 35

soluteEcarrierEfamilyE12E(potassium/chlorideEtransporter),EmemberE

5 ENST00000454036.2

Case#1'Baseline'WholeTumor OCSTAMP 20 45174900 Missense_Mutation G A p.S38F 66 23 0.348 0.441 2 1 1 33 osteoclastEstimulatoryEtransmembraneEprotein ENST00000279028.2

Case#1'Baseline'WholeTumor KCNB1 20 47990997 Missense_Mutation G A p.S367F 33 14 0.424 0.537 2 1 1 34

potassiumEvoltage'gatedEchannel,EShab'relatedEsubfamily,E

memberE1 ENST00000371741.4

Case#1'Baseline'WholeTumor SLC9A8 20 48497530 Missense_Mutation C T p.H410Y 74 26 0.351 0.445 2 1 1 91

soluteEcarrierEfamilyE9,EsubfamilyEAE(NHE8,EcationEprotonE

antiporterE8),EmemberE8 ENST00000361573.2

Case#1'Baseline'WholeTumor KCNG1 20 49626157 Missense_Mutation G A p.T240I 76 34 0.447 0.566 2 1 1 51 potassiumEvoltage'gatedEchannel,EsubfamilyEG,EmemberE1 ENST00000371571.4

Case#1'Baseline'WholeTumor TSHZ2 20 51870790 Missense_Mutation G A p.D265N 85 37 0.435 0.551 2 1 1 102 teashirtEzincEfingerEhomeoboxE2 ENST00000371497.5

Case#1'Baseline'WholeTumor SYCP2 20 58439413 Missense_Mutation C T p.E1516K 60 21 0.350 0.443 2 1 1 46 synaptonemalEcomplexEproteinE2 ENST00000357552.3

Case#1'Baseline'WholeTumor SLC17A9 20 61588121 Missense_Mutation G A p.E22K 76 27 0.355 0.450 2 1 1 63

soluteEcarrierEfamilyE17E(vesicularEnucleotideEtransporter),E

memberE9 ENST00000370351.4

Case#1'Baseline'WholeTumor COL20A1 20 61945242 Splice_Site C T p.S786F 98 31 0.316 0.400 2 1 1 111 collagen,EtypeEXX,EalphaE1 ENST00000358894.6

Case#1'Baseline'WholeTumor ZBTB46 20 62421662 Missense_Mutation G A p.S150F 50 19 0.380 0.481 2 1 1 43 zincEfingerEandEBTBEdomainEcontainingE46 ENST00000245663.4

Case#1'Baseline'WholeTumor APP 21 27326927 Missense_Mutation G A p.A555V 53 17 0.321 0.406 2 1 1 47 amyloidEbetaE(A4)EprecursorEprotein ENST00000346798.3

Case#1'Baseline'WholeTumor CYYR1 21 27840924 Missense_Mutation C T p.E121K 61 22 0.361 0.457 2 1 1 88 cysteine/tyrosine'richE1 ENST00000299340.4

Case#1'Baseline'WholeTumor CYYR1 21 27840930 Missense_Mutation C T p.D119N 67 27 0.403 0.510 2 1 1 89 cysteine/tyrosine'richE1 ENST00000299340.4

Case#1'Baseline'WholeTumor GRIK1 21 30949360 Missense_Mutation G A p.S685L 80 32 0.400 0.506 2 1 1 82 glutamateEreceptor,Eionotropic,EkainateE1 ENST00000399907.1

Case#1'Baseline'WholeTumor KRTAP24'1 21 31655093 Missense_Mutation C T p.G53E 51 15 0.294 0.372 2 1 1 82 keratinEassociatedEproteinE24'1 ENST00000340345.4

Case#1'Baseline'WholeTumor C21orf54 21 34542053 Missense_Mutation G A p.R39C 62 24 0.387 0.490 2 1 1 67 chromosomeE21EopenEreadingEframeE54 ENST00000451980.2

Case#1'Baseline'WholeTumor KCNJ6 21 39087413 Missense_Mutation G A p.S16F 27 13 0.481 0.609 2 1 1 44 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE6 ENST00000609713.1

Case#1'Baseline'WholeTumor ERG 21 39775479 Missense_Mutation G A p.P188S 155 60 0.387 0.490 2 1 1 160 v'etsEavianEerythroblastosisEvirusEE26EoncogeneEhomolog ENST00000417133.2

Case#1'Baseline'WholeTumor B3GALT5 21 41033280 Missense_Mutation C T p.T265I 53 18 0.340 0.430 2 1 1 76 UDP'Gal:betaGlcNAcEbetaE1,3'galactosyltransferase,EpolypeptideE5 ENST00000380620.4

Case#1'Baseline'WholeTumor DSCAM 21 41496159 Missense_Mutation C T p.R1220Q 109 44 0.404 0.511 2 1 1 144 DownEsyndromeEcellEadhesionEmolecule ENST00000400454.1

Case#1'Baseline'WholeTumor UBASH3A 21 43852263 Missense_Mutation G A p.D408N 77 24 0.312 0.395 2 1 1 100 ubiquitinEassociatedEandESH3EdomainEcontainingEA ENST00000319294.6

Case#1'Baseline'WholeTumor ITGB2 21 46320380 Missense_Mutation C T p.G251D 271 91 0.336 0.425 2 1 1 218

integrin,EbetaE2E(complementEcomponentE3EreceptorE3EandE4E

subunit) ENST00000397850.2

Case#1'Baseline'WholeTumor ADARB1 21 46624496 Missense_Mutation C T p.S571F 81 24 0.296 0.375 2 1 1 118 adenosineEdeaminase,ERNA'specific,EB1 ENST00000360697.3

Case#1'Baseline'WholeTumor PRMT2 21 48064312 Missense_Mutation C T p.P80L 149 55 0.369 0.467 2 1 1 129 proteinEarginineEmethyltransferaseE2 ENST00000397637.1

Case#1'Baseline'WholeTumor PRMT2 21 48078714 Missense_Mutation G A p.G238R 112 52 0.464 0.588 2 1 1 128 proteinEarginineEmethyltransferaseE2 ENST00000397637.1

Case#1'Baseline'WholeTumor PRMT2 21 48078777 Missense_Mutation C T p.R259C 74 28 0.378 0.479 2 1 1 120 proteinEarginineEmethyltransferaseE2 ENST00000397637.1

Case#1'Baseline'WholeTumor HIRA 22 19348765 Missense_Mutation GG AA p.L694F 58 14 0.241 0.306 2 1 1 85 histoneEcellEcycleEregulator ENST00000263208.5

Case#1'Baseline'WholeTumor PI4KA 22 21065055 Missense_Mutation CC TT p.G1947E 348 78 0.224 0.284 2 1 1 395 phosphatidylinositolE4'kinase,Ecatalytic,Ealpha ENST00000572273.1

Case#1'Baseline'WholeTumor SUSD2 22 24579160 Missense_Mutation C T p.S71F 441 139 0.315 0.399 2 1 1 476 sushiEdomainEcontainingE2 ENST00000358321.3

Case#1'Baseline'WholeTumor HORMAD2 22 30489987 Missense_Mutation T C p.S16P 44 14 0.318 0.403 2 1 1 57 HORMAEdomainEcontainingE2 ENST00000336726.6

Case#1'Baseline'WholeTumor GATSL3 22 30682360 Missense_Mutation G A p.P212L 51 20 0.392 0.496 2 1 1 53 GATSEprotein'likeE3 ENST00000407689.3

Case#1'Baseline'WholeTumor GAL3ST1 22 30951568 Missense_Mutation C T p.R215Q 148 48 0.324 0.411 2 1 1 114 galactose'3'O'sulfotransferaseE1 ENST00000402321.1

Case#1'Baseline'WholeTumor PLA2G3 22 31534317 Missense_Mutation G A p.P243S 55 19 0.345 0.437 2 1 1 66 phospholipaseEA2,EgroupEIII ENST00000215885.3

Case#1'Baseline'WholeTumor CSF2RB 22 37326785 Missense_Mutation C T p.P309S 37 11 0.297 0.376 2 1 1 34

colonyEstimulatingEfactorE2Ereceptor,Ebeta,Elow'affinityE

(granulocyte'macrophage) ENST00000403662.3

Case#1'Baseline'WholeTumor TST 22 37407121 Missense_Mutation G A p.R281C 47 14 0.298 0.377 2 1 1 50 thiosulfateEsulfurtransferaseE(rhodanese) ENST00000403892.3

Case#1'Baseline'WholeTumor POLR2F 22 38355466 Nonsense_Mutation CC AT p.R69* 52 14 0.269 0.341 2 1 1 44 polymeraseE(RNA)EIIE(DNAEdirected)EpolypeptideEF ENST00000442738.2

Case#1'Baseline'WholeTumor CACNA1I 22 40045670 Missense_Mutation G A p.G578S 43 22 0.512 0.648 2 1 1 47 calciumEchannel,Evoltage'dependent,ETEtype,EalphaE1IEsubunit ENST00000402142.3

Case#1'Baseline'WholeTumor PHF21B 22 45309910 Missense_Mutation G A p.P208L 34 21 0.618 0.782 2 1 1 20 PHDEfingerEproteinE21B ENST00000313237.5

Case#1'Baseline'WholeTumor MOV10L1 22 50596514 Missense_Mutation C T p.P1032L 103 57 0.553 0.701 2 1 1 90 Mov10ERISCEcomplexERNAEhelicaseElikeE1 ENST00000262794.5

Case#1'Baseline'WholeTumor NCAPH2 22 50960422 Missense_Mutation CC TT p.H373Y 37 13 0.351 0.445 2 1 1 42 non'SMCEcondensinEIIEcomplex,EsubunitEH2 ENST00000420993.2

Case#1'Baseline'WholeTumor CNTN4 3 3076318 Missense_Mutation C T p.P596S 60 28 0.467 0.549 3 2 1 46 contactinE4 ENST00000397461.1

Case#1'Baseline'WholeTumor GRM7 3 7456838 Missense_Mutation C T p.R388C 98 38 0.388 0.456 3 2 1 93 glutamateEreceptor,EmetabotropicE7 ENST00000357716.4

Case#1'Baseline'WholeTumor LHFPL4 3 9547825 Missense_Mutation C T p.D157N 114 40 0.351 0.413 3 2 1 85 lipomaEHMGICEfusionEpartner'likeE4 ENST00000287585.6

Case#1'Baseline'WholeTumor FGD5 3 14905742 Missense_Mutation C T p.S878L 109 43 0.394 0.464 3 2 1 95 FYVE,ERhoGEFEandEPHEdomainEcontainingE5 ENST00000285046.5

Case#1'Baseline'WholeTumor ZNF860 3 32031551 Missense_Mutation C T p.S327L 151 41 0.272 0.320 3 2 1 157 zincEfingerEproteinE860 ENST00000360311.4

Case#1'Baseline'WholeTumor DYNC1LI1 3 32571819 Splice_Site G A p.S381F 74 29 0.392 0.461 3 2 1 47 dynein,EcytoplasmicE1,ElightEintermediateEchainE1 ENST00000273130.4

Case#1'Baseline'WholeTumor TRANK1 3 36898824 Missense_Mutation CC TT p.A753T 40 24 0.600 0.706 3 2 1 35 tetratricopeptideErepeatEandEankyrinErepeatEcontainingE1 ENST00000429976.2

Case#1'Baseline'WholeTumor ITGA9 3 37544694 Missense_Mutation G A p.G213E 65 37 0.569 0.670 3 2 1 57 integrin,EalphaE9 ENST00000264741.5

Case#1'Baseline'WholeTumor SCN5A 3 38592348 Missense_Mutation C T p.D1839N 196 97 0.495 0.583 3 2 1 154 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4

Case#1'Baseline'WholeTumor SCN5A 3 38622491 Missense_Mutation C A p.E1053D 159 73 0.459 0.540 3 2 1 104 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4

Case#1'Baseline'WholeTumor SCN5A 3 38622715 Missense_Mutation C T p.D979N 62 24 0.387 0.456 3 2 1 31 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4

Case#1'Baseline'WholeTumor SCN5A 3 38639391 Nonsense_Mutation C T p.W697* 96 31 0.323 0.380 3 2 1 84 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4

Case#1'Baseline'WholeTumor SCN10A 3 38791570 Missense_Mutation G A p.L621F 67 37 0.552 0.650 3 2 1 95 sodiumEchannel,Evoltage'gated,EtypeEX,EalphaEsubunit ENST00000449082.2

Case#1'Baseline'WholeTumor SCN11A 3 38889189 Missense_Mutation GG AA p.P1458S 36 19 0.528 0.621 3 2 1 49 sodiumEchannel,Evoltage'gated,EtypeEXI,EalphaEsubunit ENST00000302328.3

Case#1'Baseline'WholeTumor SCN11A 3 38889195 Missense_Mutation G A p.P1456S 36 11 0.306 0.360 3 2 1 45 sodiumEchannel,Evoltage'gated,EtypeEXI,EalphaEsubunit ENST00000302328.3

Case#1'Baseline'WholeTumor CSRNP1 3 39185792 Missense_Mutation G C p.R206G 184 70 0.380 0.448 3 2 1 122 cysteine'serine'richEnuclearEproteinE1 ENST00000273153.5

Case#1'Baseline'WholeTumor ZNF502 3 44763357 Missense_Mutation C T p.P350S 80 42 0.525 0.618 3 2 1 71 zincEfingerEproteinE502 ENST00000296091.4

Case#1'Baseline'WholeTumor LIMD1 3 45637570 Missense_Mutation C T p.S400F 85 40 0.471 0.554 3 2 1 65 LIMEdomainsEcontainingE1 ENST00000273317.4

Case#1'Baseline'WholeTumor ELP6 3 47537648 Missense_Mutation G A p.H238Y 92 34 0.370 0.435 3 2 1 84 elongatorEacetyltransferaseEcomplexEsubunitE6 ENST00000296149.4

Case#1'Baseline'WholeTumor COL7A1 3 48629387 Missense_Mutation G A p.S434F 101 52 0.515 0.606 3 2 1 69 collagen,EtypeEVII,EalphaE1 ENST00000328333.8

Case#1'Baseline'WholeTumor MAPKAPK3 3 50683142 Splice_Site C T p.A210A 72 28 0.389 0.458 3 2 1 76 mitogen'activatedEproteinEkinase'activatedEproteinEkinaseE3 ENST00000446044.1

Case#1'Baseline'WholeTumor STAB1 3 52555427 Missense_Mutation G A p.D1987N 111 34 0.306 0.361 3 2 1 99 stabilinE1 ENST00000321725.6

Case#1'Baseline'WholeTumor CACNA2D3 3 55038797 Missense_Mutation C T p.L900F 131 30 0.229 0.270 3 2 1 142 calciumEchannel,Evoltage'dependent,EalphaE2/deltaEsubunitE3 ENST00000474759.1

Case#1'Baseline'WholeTumor ERC2 3 56041244 Missense_Mutation C T p.E676K 61 29 0.475 0.560 3 2 1 55 ELKS/RAB6'interacting/CASTEfamilyEmemberE2 ENST00000288221.6

Case#1'Baseline'WholeTumor FAM3D 3 58625883 Missense_Mutation C T p.G115E 91 43 0.473 0.556 3 2 1 72 familyEwithEsequenceEsimilarityE3,EmemberED ENST00000358781.2

Case#1'Baseline'WholeTumor MAGI1 3 65464291 Missense_Mutation G A p.P245S 153 75 0.490 0.577 3 2 1 181

membraneEassociatedEguanylateEkinase,EWWEandEPDZEdomainE

containingE1 ENST00000497477.2
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Case#1'Baseline'WholeTumor SLC25A26 3 66287010 Missense_Mutation C T p.P26S 135 46 0.341 0.401 3 2 1 101
soluteEcarrierEfamilyE25E(S'adenosylmethionineEcarrier),EmemberE

26 ENST00000354883.6

Case#1'Baseline'WholeTumor EOGT 3 69058856 Missense_Mutation G A p.P48S 107 33 0.308 0.363 3 2 1 112
EGFEdomain'specificEO'linkedEN'acetylglucosamineE(GlcNAc)E

transferase ENST00000383701.3
Case#1'Baseline'WholeTumor ROBO2 3 77651579 Nonsense_Mutation C T p.Q1025* 71 24 0.338 0.398 3 2 1 77 roundabout,EaxonEguidanceEreceptor,EhomologE2E(Drosophila) ENST00000461745.1
Case#1'Baseline'WholeTumor ROBO2 3 77666845 Missense_Mutation G A p.E1159K 88 30 0.341 0.401 3 2 1 82 roundabout,EaxonEguidanceEreceptor,EhomologE2E(Drosophila) ENST00000461745.1
Case#1'Baseline'WholeTumor OR5K4 3 98073152 Missense_Mutation G A p.G152E 109 35 0.321 0.406 2 1 1 100 olfactoryEreceptor,EfamilyE5,EsubfamilyEK,EmemberE4 ENST00000354924.2
Case#1'Baseline'WholeTumor ZPLD1 3 102171955 Missense_Mutation C T p.T100I 79 35 0.443 0.561 2 1 1 57 zonaEpellucida'likeEdomainEcontainingE1 ENST00000491959.1
Case#1'Baseline'WholeTumor MORC1 3 108773587 Missense_Mutation C T p.D440N 82 36 0.439 0.556 2 1 1 92 MORCEfamilyECW'typeEzincEfingerE1 ENST00000483760.1
Case#1'Baseline'WholeTumor MORC1 3 108813815 Missense_Mutation G A p.S175F 54 19 0.352 0.445 2 1 1 80 MORCEfamilyECW'typeEzincEfingerE1 ENST00000483760.1
Case#1'Baseline'WholeTumor PHLDB2 3 111639198 Missense_Mutation G A p.E645K 118 47 0.398 0.504 2 1 1 122 pleckstrinEhomology'likeEdomain,EfamilyEB,EmemberE2 ENST00000431670.2
Case#1'Baseline'WholeTumor PHLDB2 3 111651167 Missense_Mutation C T p.L685F 67 32 0.478 0.605 2 1 1 61 pleckstrinEhomology'likeEdomain,EfamilyEB,EmemberE2 ENST00000431670.2
Case#1'Baseline'WholeTumor WDR52 3 113046507 Nonsense_Mutation G A p.Q1426* 59 18 0.305 0.386 2 1 1 72 ENST00000393845.2
Case#1'Baseline'WholeTumor WDR52 3 113063425 Missense_Mutation G A p.P1067L 96 42 0.438 0.554 2 1 1 65 ENST00000393845.2
Case#1'Baseline'WholeTumor PLA1A 3 119348287 Missense_Mutation C T p.S448F 90 43 0.478 0.605 2 1 1 83 phospholipaseEA1EmemberEA ENST00000273371.4
Case#1'Baseline'WholeTumor STXBP5L 3 121097634 Missense_Mutation G A p.D774N 78 28 0.359 0.454 2 1 1 91 syntaxinEbindingEproteinE5'like ENST00000273666.6
Case#1'Baseline'WholeTumor PARP14 3 122437233 Missense_Mutation C T p.P1412L 68 23 0.338 0.428 2 1 1 75 polyE(ADP'ribose)EpolymeraseEfamily,EmemberE14 ENST00000474629.2
Case#1'Baseline'WholeTumor KALRN 3 124181467 Missense_Mutation G A p.D1338N 90 34 0.378 0.478 2 1 1 97 kalirin,ERhoGEFEkinase ENST00000240874.3
Case#1'Baseline'WholeTumor GATA2 3 128205091 Missense_Mutation G A p.T117I 19 7 0.368 0.466 2 1 1 22 GATAEbindingEproteinE2 ENST00000341105.2
Case#1'Baseline'WholeTumor IFT122 3 129195534 Missense_Mutation C T p.S346F 54 15 0.278 0.352 2 1 1 56 intraflagellarEtransportE122 ENST00000348417.2
Case#1'Baseline'WholeTumor COL6A5 3 130095636 Missense_Mutation T G p.D208E 61 25 0.410 0.519 2 1 1 56 collagen,EtypeEVI,EalphaE5 ENST00000432398.2
Case#1'Baseline'WholeTumor COL6A5 3 130107908 Missense_Mutation C T p.H783Y 24 10 0.417 0.527 2 1 1 33 collagen,EtypeEVI,EalphaE5 ENST00000432398.2
Case#1'Baseline'WholeTumor PIK3R4 3 130424612 Missense_Mutation G A p.P909S 82 31 0.378 0.479 2 1 1 109 phosphoinositide'3'kinase,EregulatoryEsubunitE4 ENST00000356763.3
Case#1'Baseline'WholeTumor ESYT3 3 138195671 Missense_Mutation C G p.T879S 37 17 0.459 0.582 2 1 1 41 extendedEsynaptotagmin'likeEproteinE3 ENST00000389567.4
Case#1'Baseline'WholeTumor CLSTN2 3 140123566 Missense_Mutation G A p.E199K 85 31 0.365 0.462 2 1 1 103 calsynteninE2 ENST00000458420.3

Case#1'Baseline'WholeTumor SLC25A36 3 140682046 Missense_Mutation A T p.H121L 94 41 0.436 0.552 2 1 1 78
soluteEcarrierEfamilyE25E(pyrimidineEnucleotideEcarrierE),EmemberE

36 ENST00000324194.6
Case#1'Baseline'WholeTumor SIAH2 3 150480395 Missense_Mutation G A p.P81L 49 15 0.306 0.387 2 1 1 28 siahEE3EubiquitinEproteinEligaseE2 ENST00000312960.3
Case#1'Baseline'WholeTumor SERPINI2 3 167182997 Missense_Mutation G A p.P288L 56 22 0.393 0.497 2 1 1 55 serpinEpeptidaseEinhibitor,EcladeEIE(pancpin),EmemberE2 ENST00000476257.1
Case#1'Baseline'WholeTumor MECOM 3 168833574 Missense_Mutation G A p.P508S 45 20 0.444 0.563 2 1 1 39 MDS1EandEEVI1EcomplexElocus ENST00000464456.1
Case#1'Baseline'WholeTumor TNIK 3 170828529 Missense_Mutation C T p.G753E 71 24 0.338 0.428 2 1 1 69 TRAF2EandENCKEinteractingEkinase ENST00000436636.2
Case#1'Baseline'WholeTumor CCDC39 3 180359793 Missense_Mutation C T p.R621Q 126 46 0.365 0.462 2 1 1 162 coiled'coilEdomainEcontainingE39 ENST00000442201.2
Case#1'Baseline'WholeTumor CCDC39 3 180381704 Missense_Mutation G A p.S54F 71 28 0.394 0.499 2 1 1 69 coiled'coilEdomainEcontainingE39 ENST00000442201.2
Case#1'Baseline'WholeTumor EIF4G1 3 184040441 Missense_Mutation C T p.T573I 62 22 0.355 0.449 2 1 1 77 eukaryoticEtranslationEinitiationEfactorE4Egamma,E1 ENST00000346169.2
Case#1'Baseline'WholeTumor TMEM44 3 194325093 Missense_Mutation GG AA p.P414S 101 39 0.386 0.489 2 1 1 64 transmembraneEproteinE44 ENST00000392432.2
Case#1'Baseline'WholeTumor TMEM175 4 947137 Missense_Mutation CC TT p.P208F 35 13 0.371 0.470 2 1 1 28 transmembraneEproteinE175 ENST00000264771.4
Case#1'Baseline'WholeTumor SPON2 4 1164876 Missense_Mutation C T p.D183N 17 6 0.353 0.447 2 1 1 13 spondinE2,EextracellularEmatrixEprotein ENST00000290902.5
Case#1'Baseline'WholeTumor ADD1 4 2886385 Missense_Mutation C T p.H168Y 108 37 0.343 0.434 2 1 1 143 adducinE1E(alpha) ENST00000398129.1
Case#1'Baseline'WholeTumor WFS1 4 6304145 Missense_Mutation G A p.V875M 99 40 0.404 0.511 2 1 1 74 WolframEsyndromeE1E(wolframin) ENST00000226760.1
Case#1'Baseline'WholeTumor DEFB131 4 9452137 Missense_Mutation G A p.R37K 50 21 0.420 0.532 2 1 1 68 defensin,EbetaE131 ENST00000334879.1
Case#1'Baseline'WholeTumor ZNF518B 4 10447258 Missense_Mutation C T p.R232K 88 27 0.307 0.388 2 1 1 91 zincEfingerEproteinE518B ENST00000326756.3
Case#1'Baseline'WholeTumor CLNK 4 10669536 Splice_Site C T 35 16 0.457 0.579 2 1 1 26 cytokine'dependentEhematopoieticEcellElinker ENST00000226951.6
Case#1'Baseline'WholeTumor CPEB2 4 15060828 Missense_Mutation G C p.W421C 92 38 0.413 0.523 2 1 1 81 cytoplasmicEpolyadenylationEelementEbindingEproteinE2 ENST00000507071.1
Case#1'Baseline'WholeTumor CD38 4 15826543 Missense_Mutation T C p.F135L 90 39 0.433 0.549 2 1 1 96 CD38Emolecule ENST00000226279.3
Case#1'Baseline'WholeTumor SLIT2 4 20535283 Missense_Mutation C T p.R593C 113 54 0.478 0.605 2 1 1 118 slitEhomologE2E(Drosophila) ENST00000504154.1
Case#1'Baseline'WholeTumor SHISA3 4 42400323 Missense_Mutation G A p.E84K 19 10 0.526 0.666 2 1 1 16 shisaEfamilyEmemberE3 ENST00000319234.4
Case#1'Baseline'WholeTumor KCTD8 4 44177183 Missense_Mutation C T p.G349E 44 20 0.455 0.575 2 1 1 73 potassiumEchannelEtetramerizationEdomainEcontainingE8 ENST00000360029.3
Case#1'Baseline'WholeTumor ATP10D 4 47525150 Missense_Mutation G A p.G203R 104 36 0.346 0.438 2 1 1 142 ATPase,EclassEV,EtypeE10D ENST00000273859.3
Case#1'Baseline'WholeTumor CORIN 4 47765514 Missense_Mutation C T p.E167K 106 45 0.425 0.537 2 1 1 125 corin,EserineEpeptidase ENST00000273857.4
Case#1'Baseline'WholeTumor CWH43 4 48990626 Missense_Mutation C T p.P59L 102 42 0.412 0.521 2 1 1 128 cellEwallEbiogenesisE43EC'terminalEhomologE(S.Ecerevisiae) ENST00000226432.4
Case#1'Baseline'WholeTumor LPHN3 4 62813977 Missense_Mutation G A p.A862T 93 26 0.280 0.354 2 1 1 102 latrophilinE3 ENST00000514591.1
Case#1'Baseline'WholeTumor UGT2B11 4 70078385 Missense_Mutation C T p.R259Q 207 85 0.411 0.520 2 1 1 284 UDPEglucuronosyltransferaseE2Efamily,EpolypeptideEB11 ENST00000446444.1
Case#1'Baseline'WholeTumor UGT2B28 4 70146763 Missense_Mutation G A p.R182K 187 68 0.364 0.460 2 1 1 352 UDPEglucuronosyltransferaseE2Efamily,EpolypeptideEB28 ENST00000335568.5
Case#1'Baseline'WholeTumor UGT2B4 4 70359494 Missense_Mutation C T p.D263N 160 66 0.413 0.522 2 1 1 268 UDPEglucuronosyltransferaseE2Efamily,EpolypeptideEB4 ENST00000305107.6
Case#1'Baseline'WholeTumor SMR3A 4 71232637 Missense_Mutation C T p.P111S 137 53 0.387 0.490 2 1 1 172 submaxillaryEglandEandrogenEregulatedEproteinE3A ENST00000226460.4
Case#1'Baseline'WholeTumor ENAM 4 71501579 Missense_Mutation C T p.P168S 47 16 0.340 0.431 2 1 1 43 enamelin ENST00000396073.3
Case#1'Baseline'WholeTumor AFP 4 74313262 Missense_Mutation A T p.E309D 30 11 0.367 0.464 2 1 1 48 alpha'fetoprotein ENST00000395792.2
Case#1'Baseline'WholeTumor CXCL11 4 76955959 Missense_Mutation C A p.R91I 30 13 0.433 0.549 2 1 1 51 chemokineE(C'X'CEmotif)EligandE11 ENST00000503860.1
Case#1'Baseline'WholeTumor FAM47E 4 77192919 Missense_Mutation C G p.Q290E 46 18 0.391 0.495 2 1 1 52 familyEwithEsequenceEsimilarityE47,EmemberEE ENST00000424749.2
Case#1'Baseline'WholeTumor CNOT6L 4 78641776 Missense_Mutation A C p.Y493D 67 33 0.493 0.623 2 1 1 86 CCR4'NOTEtranscriptionEcomplex,EsubunitE6'like ENST00000504123.1
Case#1'Baseline'WholeTumor BMP2K 4 79792083 Frame_Shift_Del CAG ' p.Q486fs 90 7 0.078 0.098 2 1 1 83 BMP2EinducibleEkinase ENST00000335016.5
Case#1'Baseline'WholeTumor PRDM8 4 81121453 Splice_Site G A p.R73R 98 38 0.388 0.491 2 1 1 127 PREdomainEcontainingE8 ENST00000504452.1
Case#1'Baseline'WholeTumor PRDM8 4 81122675 Splice_Site G A p.G151R 117 49 0.419 0.530 2 1 1 122 PREdomainEcontainingE8 ENST00000504452.1
Case#1'Baseline'WholeTumor FGF5 4 81196152 Nonsense_Mutation A T p.K149* 68 32 0.471 0.596 2 1 1 63 fibroblastEgrowthEfactorE5 ENST00000312465.7
Case#1'Baseline'WholeTumor BMP3 4 81967521 Missense_Mutation G A p.E316K 57 25 0.439 0.555 2 1 1 67 boneEmorphogeneticEproteinE3 ENST00000282701.2
Case#1'Baseline'WholeTumor AGPAT9 4 84502856 Missense_Mutation C T p.S117F 101 43 0.426 0.539 2 1 1 153 1'acylglycerol'3'phosphateEO'acyltransferaseE9 ENST00000395226.2
Case#1'Baseline'WholeTumor MAPK10 4 86985528 Missense_Mutation T C p.D334G 60 13 0.217 0.274 2 1 1 88 mitogen'activatedEproteinEkinaseE10 ENST00000359221.3

Case#1'Baseline'WholeTumor PTPN13 4 87703357 Missense_Mutation C T p.S1989F 38 19 0.500 0.633 2 1 1 48
proteinEtyrosineEphosphatase,Enon'receptorEtypeE13E(APO'1/CD95E

(Fas)'associatedEphosphatase) ENST00000411767.2
Case#1'Baseline'WholeTumor SPARCL1 4 88400704 Missense_Mutation G A p.P615L 79 31 0.392 0.497 2 1 1 80 SPARC'likeE1E(hevin) ENST00000282470.6
Case#1'Baseline'WholeTumor DSPP 4 88533290 Missense_Mutation G A p.E29K 60 14 0.233 0.295 2 1 1 71 dentinEsialophosphoprotein ENST00000282478.7
Case#1'Baseline'WholeTumor STPG2 4 98893466 Missense_Mutation C T p.E300K 51 24 0.471 0.596 2 1 1 41 sperm'tailEPG'richErepeatEcontainingE2 ENST00000295268.3
Case#1'Baseline'WholeTumor ADH1A 4 100201412 Missense_Mutation C T p.E285K 165 71 0.430 0.545 2 1 1 225 alcoholEdehydrogenaseE1AE(classEI),EalphaEpolypeptide ENST00000209668.2

Case#1'Baseline'WholeTumor SLC9B1 4 103822321 Missense_Mutation C T p.D501N 595 31 0.052 0.066 2 1 1 800
soluteEcarrierEfamilyE9,EsubfamilyEBE(NHA1,EcationEprotonE

antiporterE1),EmemberE1 ENST00000296422.7

Case#1'Baseline'WholeTumor SLC9B2 4 103952935 Missense_Mutation A G p.W393R 67 26 0.388 0.491 2 1 1 61
soluteEcarrierEfamilyE9,EsubfamilyEBE(NHA2,EcationEprotonE

antiporterE2),EmemberE2 ENST00000394785.3
Case#1'Baseline'WholeTumor TACR3 4 104511147 Nonsense_Mutation G A p.R364* 84 34 0.405 0.512 2 1 1 116 tachykininEreceptorE3 ENST00000304883.2
Case#1'Baseline'WholeTumor INTS12 4 106616723 Missense_Mutation G A p.L87F 94 25 0.266 0.337 2 1 1 100 integratorEcomplexEsubunitE12 ENST00000451321.2
Case#1'Baseline'WholeTumor NPNT 4 106859527 Missense_Mutation A G p.Q152R 33 19 0.576 0.729 2 1 1 43 nephronectin ENST00000379987.2
Case#1'Baseline'WholeTumor LEF1 4 109010280 Splice_Site CC TT p.G183N 148 50 0.338 0.428 2 1 1 139 lymphoidEenhancer'bindingEfactorE1 ENST00000265165.1
Case#1'Baseline'WholeTumor CASP6 4 110610646 Missense_Mutation G A p.S241F 97 23 0.237 0.300 2 1 1 74 caspaseE6,Eapoptosis'relatedEcysteineEpeptidase ENST00000265164.2
Case#1'Baseline'WholeTumor PITX2 4 111539426 Missense_Mutation G A p.P270L 152 59 0.388 0.491 2 1 1 149 paired'likeEhomeodomainE2 ENST00000354925.2
Case#1'Baseline'WholeTumor NDST4 4 115760590 Missense_Mutation G A p.P744S 80 39 0.488 0.617 2 1 1 77 N'deacetylase/N'sulfotransferaseE(heparanEglucosaminyl)E4 ENST00000264363.2
Case#1'Baseline'WholeTumor KIAA1109 4 123171565 Missense_Mutation G A p.G1920D 49 18 0.367 0.465 2 1 1 46 KIAA1109 ENST00000264501.4
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Case#1'Baseline'WholeTumor KIAA1109 4 123246422 Missense_Mutation C T p.R3648C 80 22 0.275 0.348 2 1 1 100 KIAA1109 ENST00000264501.4
Case#1'Baseline'WholeTumor FAT4 4 126329769 Missense_Mutation C T p.L1914F 61 17 0.279 0.353 2 1 1 68 FATEatypicalEcadherinE4 ENST00000394329.3
Case#1'Baseline'WholeTumor FAT4 4 126411736 Missense_Mutation G A p.E4587K 45 18 0.400 0.506 2 1 1 56 FATEatypicalEcadherinE4 ENST00000394329.3

Case#1'Baseline'WholeTumor SLC25A31 4 128694685 Missense_Mutation G A p.D302N 98 24 0.245 0.310 2 1 1 109
soluteEcarrierEfamilyE25E(mitochondrialEcarrier;EadenineEnucleotideE

translocator),EmemberE31 ENST00000281154.4
Case#1'Baseline'WholeTumor PCDH18 4 138452420 Missense_Mutation C T p.E275K 51 15 0.294 0.372 2 1 1 65 protocadherinE18 ENST00000344876.4
Case#1'Baseline'WholeTumor FREM3 4 144621186 Missense_Mutation G A p.H215Y 27 12 0.444 0.563 2 1 1 20 FRAS1ErelatedEextracellularEmatrixE3 ENST00000329798.5
Case#1'Baseline'WholeTumor ZNF827 4 146697095 Missense_Mutation A C p.C847G 85 37 0.435 0.551 2 1 1 76 zincEfingerEproteinE827 ENST00000508784.1
Case#1'Baseline'WholeTumor LRBA 4 151773393 Nonsense_Mutation G A p.Q1157* 41 27 0.659 0.834 2 2 0 69 LPS'responsiveEvesicleEtrafficking,EbeachEandEanchorEcontaining ENST00000357115.3
Case#1'Baseline'WholeTumor KIAA0922 4 154395012 Missense_Mutation G A p.G71S 77 53 0.688 0.871 2 2 0 92 KIAA0922 ENST00000409663.3
Case#1'Baseline'WholeTumor TLR2 4 154625114 Missense_Mutation C T p.P352L 35 25 0.714 0.904 2 2 0 53 toll'likeEreceptorE2 ENST00000260010.6
Case#1'Baseline'WholeTumor DCHS2 4 155407624 Missense_Mutation C T p.E694K 78 63 0.808 1.022 2 2 0 119 dachsousEcadherin'relatedE2 ENST00000456341.2
Case#1'Baseline'WholeTumor GLRB 4 158057765 Missense_Mutation G A p.E148K 59 52 0.881 1.116 2 2 0 94 glycineEreceptor,Ebeta ENST00000264428.4
Case#1'Baseline'WholeTumor FSTL5 4 162697192 Missense_Mutation C T p.M148I 23 22 0.957 1.211 2 2 0 34 follistatin'likeE5 ENST00000306100.5
Case#1'Baseline'WholeTumor ANXA10 4 169049310 Missense_Mutation G A p.G32R 60 53 0.883 1.118 2 2 0 76 annexinEA10 ENST00000359299.3
Case#1'Baseline'WholeTumor AGA 4 178358657 Missense_Mutation G A p.P175L 87 71 0.816 1.033 2 2 0 116 aspartylglucosaminidase ENST00000264595.2
Case#1'Baseline'WholeTumor RP11'389E17.1 4 178896990 Missense_Mutation G A p.D65N 80 67 0.838 1.060 2 2 0 160 ENST00000507870.1
Case#1'Baseline'WholeTumor TENM3 4 183713919 Missense_Mutation G A p.G2032S 26 16 0.615 0.943 1 1 0 52 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#1'Baseline'WholeTumor WWC2 4 184169952 Missense_Mutation C T p.S273F 34 22 0.647 0.991 1 1 0 72 WWEandEC2EdomainEcontainingE2 ENST00000403733.3
Case#1'Baseline'WholeTumor IRF2 4 185340707 Nonsense_Mutation G A p.Q35* 23 14 0.609 0.932 1 1 0 44 interferonEregulatoryEfactorE2 ENST00000393593.3
Case#1'Baseline'WholeTumor FAT1 4 187540106 Missense_Mutation C T p.R2545K 25 15 0.600 0.919 1 1 0 62 FATEatypicalEcadherinE1 ENST00000441802.2

Case#1'Baseline'WholeTumor PLEKHG4B 5 143609 Missense_Mutation G A p.S245N 50 11 0.220 0.278 2 1 1 60
pleckstrinEhomologyEdomainEcontaining,EfamilyEGE(withERhoGefE

domain)EmemberE4B ENST00000283426.6
Case#1'Baseline'WholeTumor CLPTM1L 5 1318560 Missense_Mutation G A p.P514L 45 14 0.311 0.394 2 1 1 31 CLPTM1'like ENST00000320895.5
Case#1'Baseline'WholeTumor ADAMTS16 5 5187860 Missense_Mutation G A p.G329E 96 33 0.344 0.435 2 1 1 118 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E16 ENST00000274181.7
Case#1'Baseline'WholeTumor DNAH5 5 13735969 Missense_Mutation G A p.S3843L 64 26 0.406 0.514 2 1 1 66 dynein,Eaxonemal,EheavyEchainE5 ENST00000265104.4
Case#1'Baseline'WholeTumor DNAH5 5 13850770 Missense_Mutation G A p.S1702F 39 13 0.333 0.422 2 1 1 49 dynein,Eaxonemal,EheavyEchainE5 ENST00000265104.4
Case#1'Baseline'WholeTumor TRIO 5 14481656 Missense_Mutation G A p.V2132M 117 51 0.436 0.552 2 1 1 98 trioERhoEguanineEnucleotideEexchangeEfactor ENST00000344204.4
Case#1'Baseline'WholeTumor CDH12 5 21783541 Missense_Mutation G A p.T440I 75 30 0.400 0.506 2 1 1 97 cadherinE12,EtypeE2E(N'cadherinE2) ENST00000382254.1
Case#1'Baseline'WholeTumor CDH10 5 24537668 Missense_Mutation C T p.R116Q 57 20 0.351 0.444 2 1 1 87 cadherinE10,EtypeE2E(T2'cadherin) ENST00000264463.4
Case#1'Baseline'WholeTumor CDH9 5 26881582 Missense_Mutation C T p.R678K 63 16 0.254 0.321 2 1 1 80 cadherinE9,EtypeE2E(T1'cadherin) ENST00000231021.4
Case#1'Baseline'WholeTumor UGT3A1 5 35965544 Missense_Mutation G A p.P263S 95 31 0.326 0.413 2 1 1 151 UDPEglycosyltransferaseE3Efamily,EpolypeptideEA1 ENST00000274278.3
Case#1'Baseline'WholeTumor EGFLAM 5 38350705 Missense_Mutation A G p.T132A 76 14 0.184 0.233 2 1 1 92 EGF'like,EfibronectinEtypeEIIIEandElamininEGEdomains ENST00000354891.3
Case#1'Baseline'WholeTumor C7 5 40981538 Missense_Mutation G A p.E799K 83 31 0.373 0.473 2 1 1 109 complementEcomponentE7 ENST00000313164.9
Case#1'Baseline'WholeTumor C6 5 41155131 Nonsense_Mutation G A p.Q682* 86 31 0.360 0.456 2 1 1 92 complementEcomponentE6 ENST00000263413.3
Case#1'Baseline'WholeTumor C6 5 41159322 Missense_Mutation G A p.S573F 22 10 0.455 0.575 2 1 1 31 complementEcomponentE6 ENST00000263413.3
Case#1'Baseline'WholeTumor C6 5 41161821 Missense_Mutation C T p.E478K 49 26 0.531 0.672 2 1 1 78 complementEcomponentE6 ENST00000263413.3
Case#1'Baseline'WholeTumor GHR 5 42711363 Missense_Mutation G A p.E225K 87 20 0.230 0.291 2 1 1 132 growthEhormoneEreceptor ENST00000230882.4
Case#1'Baseline'WholeTumor MOCS2 5 52397999 Missense_Mutation C T p.E52K 69 17 0.246 0.312 2 1 1 100 molybdenumEcofactorEsynthesisE2 ENST00000396954.3
Case#1'Baseline'WholeTumor IPO11 5 61846195 Splice_Site T C p.V751A 116 57 0.491 0.622 2 1 1 158 importinE11 ENST00000325324.6
Case#1'Baseline'WholeTumor MARVELD2 5 68715684 Missense_Mutation C T p.P158S 35 13 0.371 0.470 2 1 1 56 MARVELEdomainEcontainingE2 ENST00000325631.5
Case#1'Baseline'WholeTumor MAP1B 5 71496188 Missense_Mutation A G p.T2336A 25 12 0.480 0.608 2 1 1 25 microtubule'associatedEproteinE1B ENST00000296755.7
Case#1'Baseline'WholeTumor ARHGEF28 5 73179596 Missense_Mutation G A p.R981Q 88 39 0.443 0.561 2 1 1 97 RhoEguanineEnucleotideEexchangeEfactorE(GEF)E28 ENST00000426542.2
Case#1'Baseline'WholeTumor ANKRD31 5 74364391 Missense_Mutation C T p.D1859N 95 29 0.305 0.386 2 1 1 99 ankyrinErepeatEdomainE31 ENST00000274361.3
Case#1'Baseline'WholeTumor GPR98 5 89933641 Missense_Mutation G A p.D706N 120 37 0.308 0.390 2 1 1 156 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Baseline'WholeTumor GPR98 5 89970009 Missense_Mutation G A p.E1690K 70 22 0.314 0.398 2 1 1 91 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Baseline'WholeTumor GPR98 5 89999523 Nonsense_Mutation C T p.R2733* 59 27 0.458 0.579 2 1 1 100 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Baseline'WholeTumor GPR98 5 90059134 Missense_Mutation G A p.E4045K 55 19 0.345 0.437 2 1 1 61 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Baseline'WholeTumor GPR98 5 90074406 Nonsense_Mutation C T p.R4277* 49 19 0.388 0.491 2 1 1 45 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Baseline'WholeTumor GPR98 5 90136557 Missense_Mutation C T p.P5592S 78 27 0.346 0.438 2 1 1 93 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#1'Baseline'WholeTumor SLCO4C1 5 101592859 Missense_Mutation C T p.E477K 79 36 0.456 0.577 2 1 1 81 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE4C1 ENST00000310954.6
Case#1'Baseline'WholeTumor SLCO4C1 5 101606492 Missense_Mutation C T p.R213K 29 11 0.379 0.480 2 1 1 44 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE4C1 ENST00000310954.6
Case#1'Baseline'WholeTumor CAMK4 5 110820100 Missense_Mutation G A p.G453E 34 11 0.324 0.410 2 1 1 19 calcium/calmodulin'dependentEproteinEkinaseEIV ENST00000282356.4
Case#1'Baseline'WholeTumor EPB41L4A 5 111531361 Missense_Mutation C T p.R474K 92 31 0.337 0.427 2 1 1 134 erythrocyteEmembraneEproteinEbandE4.1ElikeE4A ENST00000261486.5
Case#1'Baseline'WholeTumor SNCAIP 5 121786421 Missense_Mutation G A p.E627K 41 17 0.415 0.525 2 1 1 76 synuclein,EalphaEinteractingEprotein ENST00000261368.8
Case#1'Baseline'WholeTumor PRDM6 5 122506570 Missense_Mutation C T p.P422S 79 30 0.380 0.481 2 1 1 106 PREdomainEcontainingE6 ENST00000407847.4
Case#1'Baseline'WholeTumor SLC27A6 5 128302027 Missense_Mutation G T p.R66I 69 24 0.348 0.440 2 1 1 60 soluteEcarrierEfamilyE27E(fattyEacidEtransporter),EmemberE6 ENST00000262462.4
Case#1'Baseline'WholeTumor ADAMTS19 5 129015556 Missense_Mutation G A p.R863Q 66 30 0.455 0.575 2 1 1 65 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E19 ENST00000274487.4
Case#1'Baseline'WholeTumor IL5 5 131879077 Missense_Mutation C T p.E32K 67 23 0.343 0.435 2 1 1 93 interleukinE5 ENST00000231454.1
Case#1'Baseline'WholeTumor PCDHA1 5 140166257 Missense_Mutation G A p.D128N 99 39 0.394 0.499 2 1 1 102 protocadherinEalphaE1 ENST00000504120.2
Case#1'Baseline'WholeTumor PCDHA1 5 140167444 Missense_Mutation GG AA p.D524N 331 116 0.350 0.444 2 1 1 221 protocadherinEalphaE1 ENST00000504120.2
Case#1'Baseline'WholeTumor PCDHA1 5 140167763 Missense_Mutation G A p.E630K 377 148 0.393 0.497 2 1 1 291 protocadherinEalphaE1 ENST00000504120.2
Case#1'Baseline'WholeTumor PCDHA1 5 140168264 Missense_Mutation G A p.G797S 34 16 0.471 0.596 2 1 1 59 protocadherinEalphaE1 ENST00000504120.2
Case#1'Baseline'WholeTumor PCDHA5 5 140203062 Nonsense_Mutation C T p.R568* 282 123 0.436 0.552 2 1 1 199 protocadherinEalphaE5 ENST00000529859.1
Case#1'Baseline'WholeTumor PCDHA10 5 140237497 Missense_Mutation C T p.R622C 169 133 0.787 0.996 2 1 1 142 protocadherinEalphaE10 ENST00000307360.5
Case#1'Baseline'WholeTumor PCDHA11 5 140250546 Missense_Mutation C T p.P620S 317 135 0.426 0.539 2 1 1 195 protocadherinEalphaE11 ENST00000398640.2
Case#1'Baseline'WholeTumor PCDHA12 5 140255958 Missense_Mutation G A p.E301K 56 22 0.393 0.497 2 1 1 92 protocadherinEalphaE12 ENST00000398631.2
Case#1'Baseline'WholeTumor PCDHA13 5 140264090 Missense_Mutation G A p.G746E 163 63 0.387 0.489 2 1 1 80 protocadherinEalphaE13 ENST00000289272.2
Case#1'Baseline'WholeTumor PCDHB3 5 140481009 Missense_Mutation C T p.S259F 42 23 0.548 0.693 2 1 1 47 protocadherinEbetaE3 ENST00000231130.2
Case#1'Baseline'WholeTumor PCDHB3 5 140482613 Missense_Mutation G C p.E794Q 102 38 0.373 0.472 2 1 1 94 protocadherinEbetaE3 ENST00000231130.2
Case#1'Baseline'WholeTumor PCDHB5 5 140515701 Missense_Mutation C T p.R229C 47 19 0.404 0.512 2 1 1 49 protocadherinEbetaE5 ENST00000231134.5
Case#1'Baseline'WholeTumor PCDHB5 5 140516743 Missense_Mutation C T p.P576L 201 77 0.383 0.485 2 1 1 103 protocadherinEbetaE5 ENST00000231134.5
Case#1'Baseline'WholeTumor PCDHB17 5 140536565 Missense_Mutation G A p.G330E 43 18 0.419 0.530 2 1 1 56 protocadherinEbetaE17Epseudogene ENST00000539533.1
Case#1'Baseline'WholeTumor PCDHB7 5 140554580 Missense_Mutation C T p.R722C 346 58 0.168 0.212 2 1 1 329 protocadherinEbetaE7 ENST00000231137.3
Case#1'Baseline'WholeTumor PCDHB7 5 140554769 Missense_Mutation C T p.R785C 343 51 0.149 0.188 2 1 1 406 protocadherinEbetaE7 ENST00000231137.3
Case#1'Baseline'WholeTumor PCDHB10 5 140572324 Missense_Mutation G A p.V67I 142 30 0.211 0.267 2 1 1 160 protocadherinEbetaE10 ENST00000239446.4
Case#1'Baseline'WholeTumor PCDHB11 5 140580731 Missense_Mutation G A p.E462K 207 89 0.430 0.544 2 1 1 244 protocadherinEbetaE11 ENST00000354757.3
Case#1'Baseline'WholeTumor PCDHB11 5 140580900 Missense_Mutation C T p.S518L 198 88 0.444 0.563 2 1 1 152 protocadherinEbetaE11 ENST00000354757.3
Case#1'Baseline'WholeTumor PCDHB14 5 140604665 Missense_Mutation C T p.R530C 213 92 0.432 0.547 2 1 1 179 protocadherinEbetaE14 ENST00000239449.4
Case#1'Baseline'WholeTumor PCDHGB6 5 140788121 Missense_Mutation C T p.H118Y 82 33 0.402 0.509 2 1 1 94 protocadherinEgammaEsubfamilyEB,E6 ENST00000520790.1
Case#1'Baseline'WholeTumor DIAPH1 5 140953145 Missense_Mutation G A p.P758S 133 53 0.398 0.504 2 1 1 103 diaphanous'relatedEforminE1 ENST00000398557.4
Case#1'Baseline'WholeTumor FBXO38 5 147778581 Missense_Mutation A T p.I50F 126 45 0.357 0.452 2 1 1 131 F'boxEproteinE38 ENST00000340253.5
Case#1'Baseline'WholeTumor FAT2 5 150911477 Missense_Mutation G A p.S3161F 133 73 0.549 0.695 2 1 1 79 FATEatypicalEcadherinE2 ENST00000261800.5
Case#1'Baseline'WholeTumor FAT2 5 150930357 Missense_Mutation G A p.P1458S 78 31 0.397 0.503 2 1 1 76 FATEatypicalEcadherinE2 ENST00000261800.5
Case#1'Baseline'WholeTumor GRIA1 5 153065789 Missense_Mutation G A p.R345Q 63 30 0.476 0.603 2 1 1 97 glutamateEreceptor,Eionotropic,EAMPAE1 ENST00000285900.5
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Case#1'Baseline'WholeTumor DOCK2 5 169267845 Missense_Mutation C T p.H930Y 125 46 0.368 0.466 2 1 1 133 dedicatorEofEcytokinesisE2 ENST00000256935.8

Case#1'Baseline'WholeTumor KCNIP1 5 170145803 Missense_Mutation C T p.R46W 42 17 0.405 0.512 2 1 1 52 KvEchannelEinteractingEproteinE1 ENST00000411494.1

Case#1'Baseline'WholeTumor DRD1 5 174869582 Missense_Mutation C T p.G174E 100 31 0.310 0.365 3 2 1 134 dopamineEreceptorED1 ENST00000393752.2

Case#1'Baseline'WholeTumor GRM6 5 178416070 Missense_Mutation G A p.A407V 128 37 0.289 0.340 3 2 1 108 glutamateEreceptor,EmetabotropicE6 ENST00000517717.1

Case#1'Baseline'WholeTumor CNOT6 5 179992975 Nonsense_Mutation C T p.Q239* 77 40 0.519 0.612 3 2 1 63 CCR4'NOTEtranscriptionEcomplex,EsubunitE6 ENST00000393356.1

Case#1'Baseline'WholeTumor TRIM52 5 180687373 Missense_Mutation A T p.Y148N 140 41 0.293 NA NA NA NA 159 tripartiteEmotifEcontainingE52 ENST00000327767.4

Case#1'Baseline'WholeTumor PSMG4 6 3267914 Missense_Mutation G A p.E114K 119 63 0.529 0.623 3 2 1 132 proteasomeE(prosome,Emacropain)EassemblyEchaperoneE4 ENST00000438998.2

Case#1'Baseline'WholeTumor F13A1 6 6167714 Missense_Mutation T C p.T629A 99 22 0.222 0.262 3 2 1 137 coagulationEfactorEXIII,EA1Epolypeptide ENST00000264870.3

Case#1'Baseline'WholeTumor HIST1H3B 6 26032069 Missense_Mutation C T p.E74K 95 55 0.579 0.887 1 1 0 152 histoneEclusterE1,EH3b ENST00000244661.2

Case#1'Baseline'WholeTumor TULP1 6 35476999 Missense_Mutation C T p.G270E 36 17 0.472 0.723 1 1 0 84 tubbyElikeEproteinE1 ENST00000229771.6

Case#1'Baseline'WholeTumor LRFN2 6 40400849 Missense_Mutation C T p.E2K 35 21 0.600 0.919 1 1 0 44 leucineErichErepeatEandEfibronectinEtypeEIIIEdomainEcontainingE2 ENST00000338305.6

Case#1'Baseline'WholeTumor KLHDC3 6 42986651 Missense_Mutation C T p.R291C 46 40 0.870 1.332 1 1 0 68 kelchEdomainEcontainingE3 ENST00000326974.4

Case#1'Baseline'WholeTumor CD2AP 6 47522423 Missense_Mutation G T p.L154F 53 42 0.792 1.214 1 1 0 106 CD2'associatedEprotein ENST00000359314.5

Case#1'Baseline'WholeTumor PKHD1 6 51497504 Nonsense_Mutation G A p.R3842* 53 36 0.679 1.040 1 1 0 80 polycysticEkidneyEandEhepaticEdiseaseE1E(autosomalErecessive) ENST00000371117.3

Case#1'Baseline'WholeTumor IL17F 6 52101862 Missense_Mutation G A p.S120F 46 29 0.630 0.966 1 1 0 88 interleukinE17F ENST00000336123.4

Case#1'Baseline'WholeTumor TINAG 6 54216156 Missense_Mutation G A p.E363K 51 31 0.608 0.931 1 1 0 68 tubulointerstitialEnephritisEantigen ENST00000259782.4

Case#1'Baseline'WholeTumor HCRTR2 6 55039521 Missense_Mutation G A p.E46K 66 42 0.636 0.975 1 1 0 153 hypocretinE(orexin)EreceptorE2 ENST00000370862.3

Case#1'Baseline'WholeTumor HMGCLL1 6 55304353 Missense_Mutation C T p.G297E 32 23 0.719 1.101 1 1 0 111 3'hydroxymethyl'3'methylglutaryl'CoAElyase'likeE1 ENST00000398661.2

Case#1'Baseline'WholeTumor BAI3 6 70071021 Missense_Mutation G A p.D1286N 17 11 0.647 0.991 1 1 0 61 brain'specificEangiogenesisEinhibitorE3 ENST00000370598.1

Case#1'Baseline'WholeTumor KHDC1L 6 73933892 Nonsense_Mutation G A p.R98* 23 15 0.652 0.999 1 1 0 56 KHEhomologyEdomainEcontainingE1'like ENST00000370388.3

Case#1'Baseline'WholeTumor KHDC3L 6 74072881 Missense_Mutation G A p.R78Q 34 21 0.618 0.946 1 1 0 90

KHEdomainEcontainingE3'like,EsubcorticalEmaternalEcomplexE

member ENST00000370367.3

Case#1'Baseline'WholeTumor IMPG1 6 76660542 Missense_Mutation C T p.E521K 35 22 0.629 0.963 1 1 0 100 interphotoreceptorEmatrixEproteoglycanE1 ENST00000369950.3

Case#1'Baseline'WholeTumor ME1 6 83949355 Splice_Site C T p.G272E 25 18 0.720 1.103 1 1 0 50 malicEenzymeE1,ENADP(+)'dependent,Ecytosolic ENST00000369705.3

Case#1'Baseline'WholeTumor SNAP91 6 84333033 Missense_Mutation G A p.P265L 35 23 0.657 1.007 1 1 0 75 synaptosomal'associatedEprotein,E91kDa ENST00000439399.2

Case#1'Baseline'WholeTumor KIAA1009 6 84884944 Missense_Mutation G T p.Q596K 26 5 0.192 0.295 1 1 0 51 ENST00000403245.3

Case#1'Baseline'WholeTumor GPRC6A 6 117128317 Missense_Mutation G A p.S184L 24 13 0.542 0.830 1 1 0 75 GEprotein'coupledEreceptor,EclassEC,EgroupE6,EmemberEA ENST00000310357.3

Case#1'Baseline'WholeTumor RFX6 6 117198493 Missense_Mutation C G p.Q19E 37 31 0.838 1.283 1 1 0 42 regulatoryEfactorEX,E6 ENST00000332958.2

Case#1'Baseline'WholeTumor PTPRK 6 128303984 Missense_Mutation C T p.E1176K 65 49 0.754 1.155 1 1 0 130 proteinEtyrosineEphosphatase,EreceptorEtype,EK ENST00000368215.3

Case#1'Baseline'WholeTumor PDE7B 6 136508200 Missense_Mutation G A p.E358K 28 17 0.607 0.930 1 1 0 44 phosphodiesteraseE7B ENST00000308191.6

Case#1'Baseline'WholeTumor ADGB 6 147085186 Missense_Mutation GA TT p.E1234L 36 28 0.778 1.191 1 1 0 79 androglobin ENST00000397944.3

Case#1'Baseline'WholeTumor SYNE1 6 152804270 Missense_Mutation C T p.V434I 68 44 0.647 0.991 1 1 0 145 spectrinErepeatEcontaining,EnuclearEenvelopeE1 ENST00000367255.5

Case#1'Baseline'WholeTumor FNDC1 6 159653652 Missense_Mutation C T p.S703L 44 23 0.523 0.801 1 1 0 48 fibronectinEtypeEIIIEdomainEcontainingE1 ENST00000297267.9

Case#1'Baseline'WholeTumor DACT2 6 168709607 Missense_Mutation C T p.S277N 84 57 0.679 1.039 1 1 0 98 dishevelled'bindingEantagonistEofEbeta'cateninE2 ENST00000366795.3

Case#1'Baseline'WholeTumor CARD11 7 2979559 Missense_Mutation C T p.D230N 97 27 0.278 0.328 3 2 1 94 caspaseErecruitmentEdomainEfamily,EmemberE11 ENST00000396946.4

Case#1'Baseline'WholeTumor SDK1 7 4259755 Missense_Mutation G A p.V1852M 118 42 0.356 0.419 3 2 1 60 sidekickEcellEadhesionEmoleculeE1 ENST00000404826.2

Case#1'Baseline'WholeTumor CYTH3 7 6210478 Missense_Mutation GG AA p.P232S 97 49 0.505 0.595 3 2 1 60 cytohesinE3 ENST00000350796.3

Case#1'Baseline'WholeTumor COL28A1 7 7421173 Splice_Site A G 103 60 0.583 0.686 3 2 1 68 collagen,EtypeEXXVIII,EalphaE1 ENST00000399429.3

Case#1'Baseline'WholeTumor AHR 7 17382668 Missense_Mutation A T p.T843S 137 80 0.584 0.687 3 2 1 93 arylEhydrocarbonEreceptor ENST00000242057.4

Case#1'Baseline'WholeTumor MACC1 7 20197852 Missense_Mutation C T p.R711K 35 24 0.686 0.807 3 2 1 39 metastasisEassociatedEinEcolonEcancerE1 ENST00000400331.5

Case#1'Baseline'WholeTumor ABCB5 7 20682869 Missense_Mutation C T p.S126F 221 59 0.267 0.314 3 2 1 235 ATP'bindingEcassette,Esub'familyEBE(MDR/TAP),EmemberE5 ENST00000404938.2

Case#1'Baseline'WholeTumor RAPGEF5 7 22348019 Missense_Mutation C T p.G207S 73 43 0.589 0.693 3 2 1 47 RapEguanineEnucleotideEexchangeEfactorE(GEF)E5 ENST00000405243.1

Case#1'Baseline'WholeTumor STK31 7 23871758 Missense_Mutation G A p.D945N 46 31 0.674 0.793 3 2 1 54 serine/threonineEkinaseE31 ENST00000355870.3

Case#1'Baseline'WholeTumor MPP6 7 24690197 Missense_Mutation G A p.D173N 153 80 0.523 0.616 3 2 1 139

membraneEprotein,EpalmitoylatedE6E(MAGUKEp55EsubfamilyE

memberE6) ENST00000222644.5

Case#1'Baseline'WholeTumor NPSR1 7 34698136 Missense_Mutation G A p.G38R 93 26 0.280 0.329 3 2 1 120 neuropeptideESEreceptorE1 ENST00000360581.1

Case#1'Baseline'WholeTumor HECW1 7 43485112 Missense_Mutation G A p.E781K 158 89 0.563 0.663 3 2 1 73 HECT,EC2EandEWWEdomainEcontainingEE3EubiquitinEproteinEligaseE1 ENST00000395891.2

Case#1'Baseline'WholeTumor ABCA13 7 48259088 Missense_Mutation G A p.R142Q 132 40 0.303 0.357 3 2 1 90 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1

Case#1'Baseline'WholeTumor FIGNL1 7 50513407 Nonsense_Mutation G A p.Q527* 64 11 0.172 0.202 3 2 1 82 fidgetin'likeE1 ENST00000419119.1

Case#1'Baseline'WholeTumor AUTS2 7 70255135 Missense_Mutation CC TT p.S978F 13 8 0.615 0.724 3 2 1 14 autismEsusceptibilityEcandidateE2 ENST00000342771.4

Case#1'Baseline'WholeTumor VPS37D 7 73083819 Missense_Mutation C T p.A70V 162 41 0.253 0.298 3 2 1 87 vacuolarEproteinEsortingE37EhomologEDE(S.Ecerevisiae) ENST00000324941.4

Case#1'Baseline'WholeTumor PCLO 7 82582784 Missense_Mutation AG GA p.S2495F 105 59 0.562 0.661 3 2 1 119 piccoloEpresynapticEcytomatrixEprotein ENST00000333891.9

Case#1'Baseline'WholeTumor PCLO 7 82583857 Missense_Mutation T C p.T2138A 33 20 0.606 0.713 3 2 1 27 piccoloEpresynapticEcytomatrixEprotein ENST00000333891.9

Case#1'Baseline'WholeTumor SEMA3E 7 83035288 Missense_Mutation C T p.G301R 93 51 0.548 0.646 3 2 1 90

semaEdomain,EimmunoglobulinEdomainE(Ig),EshortEbasicEdomain,E

secreted,E(semaphorin)E3E ENST00000307792.3

Case#1'Baseline'WholeTumor ZNF804B 7 88965621 Missense_Mutation C T p.H1109Y 57 31 0.544 0.640 3 2 1 45 zincEfingerEproteinE804B ENST00000333190.4

Case#1'Baseline'WholeTumor SAMD9 7 92731345 Missense_Mutation C T p.E1356K 64 41 0.641 0.754 3 2 1 48 sterileEalphaEmotifEdomainEcontainingE9 ENST00000379958.2

Case#1'Baseline'WholeTumor SAMD9 7 92734411 Missense_Mutation C T p.E334K 60 35 0.583 0.687 3 2 1 56 sterileEalphaEmotifEdomainEcontainingE9 ENST00000379958.2

Case#1'Baseline'WholeTumor CCDC132 7 92887505 Missense_Mutation GC AG p.A153S 117 74 0.632 0.745 3 2 1 80 coiled'coilEdomainEcontainingE132 ENST00000305866.5

Case#1'Baseline'WholeTumor CALCR 7 93055859 Nonsense_Mutation G A p.Q412* 141 35 0.248 0.292 3 2 1 82 calcitoninEreceptor ENST00000394441.1

Case#1'Baseline'WholeTumor PPP1R9A 7 94539496 Missense_Mutation G A p.R24Q 95 13 0.137 0.161 3 2 1 86 proteinEphosphataseE1,EregulatoryEsubunitE9A ENST00000433881.1

Case#1'Baseline'WholeTumor PON1 7 94947634 Splice_Site C T 112 56 0.500 0.589 3 2 1 78 paraoxonaseE1 ENST00000222381.3

Case#1'Baseline'WholeTumor MYL10 7 101256829 Missense_Mutation G A p.P203S 73 19 0.260 0.306 3 2 1 61 myosin,ElightEchainE10,Eregulatory ENST00000223167.4

Case#1'Baseline'WholeTumor RELN 7 103185660 Missense_Mutation C T p.G2145E 92 18 0.196 0.230 3 2 1 59 reelin ENST00000428762.1

Case#1'Baseline'WholeTumor KMT2E 7 104746993 Missense_Mutation G A p.R874Q 104 17 0.163 0.192 3 2 1 62 lysineE(K)'specificEmethyltransferaseE2E ENST00000311117.3

Case#1'Baseline'WholeTumor ATXN7L1 7 105255069 Missense_Mutation G A p.S571L 232 53 0.228 0.269 3 2 1 162 ataxinE7'likeE1 ENST00000419735.3

Case#1'Baseline'WholeTumor RNF133 7 122338165 Missense_Mutation G A p.R270C 78 13 0.167 0.196 3 2 1 99 ringEfingerEproteinE133 ENST00000340112.2

Case#1'Baseline'WholeTumor GRM8 7 126173610 Missense_Mutation T A p.N609I 46 22 0.478 0.563 3 2 1 45 glutamateEreceptor,EmetabotropicE8 ENST00000339582.2

Case#1'Baseline'WholeTumor FSCN3 7 127236471 Missense_Mutation C T p.R311C 114 22 0.193 0.227 3 2 1 86 fascinEactin'bundlingEproteinE3,Etesticular ENST00000265825.5

Case#1'Baseline'WholeTumor PRRT4 7 127999744 Missense_Mutation A G p.L101S 79 23 0.291 0.343 3 2 1 62 proline'richEtransmembraneEproteinE4 ENST00000446477.2

Case#1'Baseline'WholeTumor MKLN1 7 131130539 Missense_Mutation C T p.R468C 75 47 0.627 0.738 3 2 1 62 muskelinE1,EintracellularEmediatorEcontainingEkelchEmotifs ENST00000352689.6

Case#1'Baseline'WholeTumor CHRM2 7 136700756 Missense_Mutation G A p.E382K 83 12 0.145 0.170 3 2 1 99 cholinergicEreceptor,EmuscarinicE2 ENST00000445907.2

Case#1'Baseline'WholeTumor BRAF 7 140453136 Missense_Mutation AC TT p.V600K 117 67 0.573 0.674 3 2 1 78 B'RafEproto'oncogene,Eserine/threonineEkinase ENST00000288602.6

Case#1'Baseline'WholeTumor MGAM 7 141731583 Missense_Mutation G A p.G525E 61 39 0.639 0.753 3 2 1 69 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2

Case#1'Baseline'WholeTumor MGAM 7 141755895 Splice_Site G A p.M1193I 116 34 0.293 0.345 3 2 1 106 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2

Case#1'Baseline'WholeTumor MGAM 7 141765190 Missense_Mutation C T p.P1514S 250 112 0.448 0.527 3 2 1 231 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2

Case#1'Baseline'WholeTumor RP11'1220K2.2 7 141837268 Missense_Mutation C T p.R295C 80 52 0.650 0.765 3 2 1 74 ENST00000477922.3

Case#1'Baseline'WholeTumor RP11'1220K2.2 7 141896372 Missense_Mutation G A p.M1496I 110 55 0.500 0.589 3 2 1 96 ENST00000477922.3

Case#1'Baseline'WholeTumor PRSS58 7 141954881 Missense_Mutation C T p.D144N 95 61 0.642 0.756 3 2 1 76 protease,Eserine,E58 ENST00000552471.1

Case#1'Baseline'WholeTumor EPHB6 7 142563271 Missense_Mutation C T p.P330S 72 16 0.222 0.262 3 2 1 61 EPHEreceptorEB6 ENST00000392957.2

Case#1'Baseline'WholeTumor TRPV6 7 142571416 Missense_Mutation C T p.D525N 105 61 0.581 0.684 3 2 1 126

transientEreceptorEpotentialEcationEchannel,EsubfamilyEV,EmemberE

6 ENST00000359396.3

Case#1'Baseline'WholeTumor C7orf34 7 142636842 Missense_Mutation C T p.P67S 86 22 0.256 0.301 3 2 1 52 chromosomeE7EopenEreadingEframeE34 ENST00000409607.3

Case#1'Baseline'WholeTumor ZYX 7 143080204 Missense_Mutation C T p.P271L 121 23 0.190 0.224 3 2 1 88 zyxin ENST00000322764.5

Case#1'Baseline'WholeTumor AGAP3 7 150817198 Missense_Mutation G A p.R137Q 99 58 0.586 0.690 3 2 1 63 ArfGAPEwithEGTPaseEdomain,EankyrinErepeatEandEPHEdomainE3 ENST00000463381.1
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Case#1'Baseline'WholeTumor KMT2C 7 152012392 Nonsense_Mutation C A p.E141* 114 74 0.649 0.764 3 2 1 76 lysineE(K)'specificEmethyltransferaseE2C ENST00000262189.6
Case#1'Baseline'WholeTumor PTPRN2 7 157691406 Missense_Mutation C T p.E583K 112 57 0.509 0.599 3 2 1 99 proteinEtyrosineEphosphatase,EreceptorEtype,ENEpolypeptideE2 ENST00000389418.4
Case#1'Baseline'WholeTumor ERICH1 8 565233 Missense_Mutation C T p.G343E 80 29 0.363 0.459 2 1 1 137 glutamate'richE1 ENST00000522706.1
Case#1'Baseline'WholeTumor CSMD1 8 3443759 Missense_Mutation G A p.S375L 50 23 0.460 0.582 2 1 1 53 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#1'Baseline'WholeTumor CSMD1 8 3611472 Missense_Mutation C T p.G304E 93 35 0.376 0.476 2 1 1 115 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#1'Baseline'WholeTumor CSMD1 8 4495009 Missense_Mutation G A p.P53S 89 42 0.472 0.597 2 1 1 85 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#1'Baseline'WholeTumor RP1L1 8 10468628 Missense_Mutation G A p.P994S 20 4 0.200 0.253 2 1 1 21 retinitisEpigmentosaE1'likeE1 ENST00000382483.3
Case#1'Baseline'WholeTumor RP1L1 8 10470500 Missense_Mutation C T p.E370K 37 11 0.297 0.376 2 1 1 30 retinitisEpigmentosaE1'likeE1 ENST00000382483.3
Case#1'Baseline'WholeTumor PINX1 8 10692188 Nonsense_Mutation C T p.W39* 71 27 0.380 0.481 2 1 1 86 PIN2/TERF1Einteracting,EtelomeraseEinhibitorE1 ENST00000314787.3
Case#1'Baseline'WholeTumor XKR6 8 10756097 Missense_Mutation A G p.F431L 92 39 0.424 0.537 2 1 1 150 XK,EKellEbloodEgroupEcomplexEsubunit'relatedEfamily,EmemberE6 ENST00000416569.2
Case#1'Baseline'WholeTumor HR 8 21984943 Missense_Mutation G A p.L338F 85 29 0.341 0.432 2 1 1 58 hairEgrowthEassociated ENST00000381418.4
Case#1'Baseline'WholeTumor PIWIL2 8 22147376 Missense_Mutation G A p.D335N 118 41 0.347 0.440 2 1 1 139 piwi'likeERNA'mediatedEgeneEsilencingE2 ENST00000454009.2
Case#1'Baseline'WholeTumor CCAR2 8 22475911 Missense_Mutation C T p.A708V 95 31 0.326 0.413 2 1 1 108 cellEcycleEandEapoptosisEregulatorE2 ENST00000308511.4
Case#1'Baseline'WholeTumor RHOBTB2 8 22864490 Missense_Mutation GG AA p.V245M 23 8 0.348 0.440 2 1 1 32 Rho'relatedEBTBEdomainEcontainingE2 ENST00000251822.6
Case#1'Baseline'WholeTumor LOXL2 8 23185913 Missense_Mutation C T p.G378S 48 20 0.417 0.527 2 1 1 50 lysylEoxidase'likeE2 ENST00000389131.3
Case#1'Baseline'WholeTumor ADAM7 8 24323251 Missense_Mutation G A p.D118N 48 19 0.396 0.501 2 1 1 71 ADAMEmetallopeptidaseEdomainE7 ENST00000175238.6
Case#1'Baseline'WholeTumor DOCK5 8 25159955 Missense_Mutation C T p.P321S 90 38 0.422 0.534 2 1 1 82 dedicatorEofEcytokinesisE5 ENST00000276440.7
Case#1'Baseline'WholeTumor EBF2 8 25720235 Missense_Mutation C T p.R363K 87 37 0.425 0.538 2 1 1 110 earlyEB'cellEfactorE2 ENST00000520164.1
Case#1'Baseline'WholeTumor MBOAT4 8 29989645 Missense_Mutation C T p.M374I 31 12 0.387 0.490 2 1 1 39 membraneEboundEO'acyltransferaseEdomainEcontainingE4 ENST00000320542.3
Case#1'Baseline'WholeTumor C8orf86 8 38369913 Missense_Mutation C T p.E222K 62 24 0.387 0.490 2 1 1 78 chromosomeE8EopenEreadingEframeE86 ENST00000358138.1
Case#1'Baseline'WholeTumor ADAM18 8 39495126 Missense_Mutation C T p.S244F 104 44 0.423 0.536 2 1 1 127 ADAMEmetallopeptidaseEdomainE18 ENST00000265707.5
Case#1'Baseline'WholeTumor IDO2 8 39845422 Missense_Mutation G A p.G161E 93 38 0.409 0.517 2 1 1 120 indoleamineE2,3'dioxygenaseE2 ENST00000389060.4
Case#1'Baseline'WholeTumor IDO2 8 39847249 Nonsense_Mutation C T p.Q187* 75 27 0.360 0.456 2 1 1 71 indoleamineE2,3'dioxygenaseE2 ENST00000389060.4
Case#1'Baseline'WholeTumor C8orf4 8 40011065 Missense_Mutation G A p.R5Q 59 19 0.322 0.408 2 1 1 86 chromosomeE8EopenEreadingEframeE4 ENST00000315792.3
Case#1'Baseline'WholeTumor KAT6A 8 41791491 Missense_Mutation G A p.P1416L 33 14 0.424 0.537 2 1 1 34 K(lysine)EacetyltransferaseE6A ENST00000396930.3
Case#1'Baseline'WholeTumor PLAG1 8 57079775 Missense_Mutation G A p.S177F 94 26 0.277 0.326 3 2 1 100 pleiomorphicEadenomaEgeneE1 ENST00000316981.3
Case#1'Baseline'WholeTumor CHD7 8 61655631 Frame_Shift_Del C ' p.T547fs 58 19 0.328 0.386 3 2 1 60 chromodomainEhelicaseEDNAEbindingEproteinE7 ENST00000423902.2

Case#1'Baseline'WholeTumor PREX2 8 68956771 Missense_Mutation C T p.R297C 135 30 0.222 0.262 3 2 1 119
phosphatidylinositol'3,4,5'trisphosphate'dependentERacEexchangeE

factorE2 ENST00000288368.4

Case#1'Baseline'WholeTumor PREX2 8 69011995 Missense_Mutation C T p.P878S 33 11 0.333 0.392 3 2 1 41
phosphatidylinositol'3,4,5'trisphosphate'dependentERacEexchangeE

factorE2 ENST00000288368.4

Case#1'Baseline'WholeTumor PREX2 8 69104673 Missense_Mutation C T p.S1506F 63 17 0.270 0.318 3 2 1 66
phosphatidylinositol'3,4,5'trisphosphate'dependentERacEexchangeE

factorE2 ENST00000288368.4
Case#1'Baseline'WholeTumor PRDM14 8 70978523 Missense_Mutation G A p.P377L 53 23 0.434 0.511 3 2 1 36 PREdomainEcontainingE14 ENST00000276594.2
Case#1'Baseline'WholeTumor SBSPON 8 73993418 Missense_Mutation G A p.P82L 56 31 0.554 0.652 3 2 1 77 somatomedinEBEandEthrombospondin,EtypeE1EdomainEcontaining ENST00000297354.6
Case#1'Baseline'WholeTumor ZFHX4 8 77619801 Missense_Mutation G A p.E871K 49 17 0.347 0.408 3 2 1 66 zincEfingerEhomeoboxE4 ENST00000521891.2
Case#1'Baseline'WholeTumor ZFHX4 8 77766277 Missense_Mutation A G p.K2374E 45 11 0.244 0.288 3 2 1 41 zincEfingerEhomeoboxE4 ENST00000521891.2
Case#1'Baseline'WholeTumor ZFHX4 8 77768230 Missense_Mutation C T p.H3025Y 65 35 0.538 0.634 3 2 1 75 zincEfingerEhomeoboxE4 ENST00000521891.2
Case#1'Baseline'WholeTumor PMP2 8 82359603 Missense_Mutation C T p.G7S 95 27 0.284 0.335 3 2 1 58 peripheralEmyelinEproteinE2 ENST00000256103.2
Case#1'Baseline'WholeTumor CNGB3 8 87683207 Missense_Mutation C T p.G153E 114 27 0.237 0.279 3 2 1 95 cyclicEnucleotideEgatedEchannelEbetaE3 ENST00000320005.5
Case#1'Baseline'WholeTumor DECR1 8 91049114 Missense_Mutation C T p.S204L 81 45 0.556 0.654 3 2 1 77 2,4'dienoylECoAEreductaseE1,Emitochondrial ENST00000220764.2

Case#1'Baseline'WholeTumor RUNX1T1 8 93026848 Missense_Mutation C T p.E143K 146 38 0.260 0.306 3 2 1 33
runt'relatedEtranscriptionEfactorE1;EtranslocatedEto,E1E(cyclinED'

related) ENST00000523629.1
Case#1'Baseline'WholeTumor VPS13B 8 100286557 Missense_Mutation C T p.P883S 111 35 0.315 0.371 3 2 1 111 vacuolarEproteinEsortingE13EhomologEBE(yeast) ENST00000358544.2
Case#1'Baseline'WholeTumor C8orf56 8 104145509 Missense_Mutation G A p.P22S 89 22 0.247 0.291 3 2 1 61 ENST00000436771.1
Case#1'Baseline'WholeTumor RIMS2 8 105263362 Missense_Mutation G A p.E1286K 100 32 0.320 0.377 3 2 1 83 regulatingEsynapticEmembraneEexocytosisE2 ENST00000436393.2

Case#1'Baseline'WholeTumor PKHD1L1 8 110477181 Missense_Mutation C T p.A2707V 124 40 0.323 0.380 3 2 1 128
polycysticEkidneyEandEhepaticEdiseaseE1E(autosomalErecessive)'likeE

1 ENST00000378402.5
Case#1'Baseline'WholeTumor KCNV1 8 110980535 Missense_Mutation C T p.D429N 101 33 0.327 0.385 3 2 1 82 potassiumEchannel,EsubfamilyEV,EmemberE1 ENST00000524391.1
Case#1'Baseline'WholeTumor CSMD3 8 113421156 Missense_Mutation G A p.S1834F 76 48 0.632 0.744 3 2 1 59 CUBEandESushiEmultipleEdomainsE3 ENST00000297405.5
Case#1'Baseline'WholeTumor CSMD3 8 113599347 Missense_Mutation C T p.G1278E 176 102 0.580 0.682 3 2 1 172 CUBEandESushiEmultipleEdomainsE3 ENST00000297405.5

Case#1'Baseline'WholeTumor SNTB1 8 121706062 Missense_Mutation G A p.P220S 150 51 0.340 0.400 3 2 1 126
syntrophin,EbetaE1E(dystrophin'associatedEproteinEA1,E59kDa,EbasicE

componentE1) ENST00000395601.3
Case#1'Baseline'WholeTumor FER1L6 8 125131868 Missense_Mutation C T p.S1804L 133 37 0.278 0.327 3 2 1 130 fer'1'likeEfamilyEmemberE6 ENST00000522917.1
Case#1'Baseline'WholeTumor NDUFB9 8 125555473 Missense_Mutation C T p.P83S 139 70 0.504 0.593 3 2 1 94 NADHEdehydrogenaseE(ubiquinone)E1EbetaEsubcomplex,E9,E22kDa ENST00000276689.3
Case#1'Baseline'WholeTumor GSDMC 8 130760796 Missense_Mutation G A p.S493F 45 25 0.556 0.654 3 2 1 34 gasderminEC ENST00000276708.4
Case#1'Baseline'WholeTumor ADCY8 8 131949386 Missense_Mutation G A p.P472S 123 46 0.374 0.440 3 2 1 93 adenylateEcyclaseE8E(brain) ENST00000286355.5
Case#1'Baseline'WholeTumor GPR20 8 142367729 Missense_Mutation C T p.D99N 242 56 0.231 0.272 3 2 1 142 GEprotein'coupledEreceptorE20 ENST00000377741.3
Case#1'Baseline'WholeTumor RFX3 9 3266260 Missense_Mutation C T p.G468D 41 16 0.390 0.494 2 1 1 69 regulatoryEfactorEX,E3E(influencesEHLAEclassEIIEexpression) ENST00000382004.3
Case#1'Baseline'WholeTumor FREM1 9 14792882 Splice_Site C T p.K1280K 31 9 0.290 0.367 2 1 1 33 FRAS1ErelatedEextracellularEmatrixE1 ENST00000380880.3
Case#1'Baseline'WholeTumor FREM1 9 14805118 Missense_Mutation G A p.H1103Y 66 30 0.455 0.575 2 1 1 102 FRAS1ErelatedEextracellularEmatrixE1 ENST00000380880.3
Case#1'Baseline'WholeTumor IFNA10 9 21206889 Nonsense_Mutation G A p.Q70* 205 73 0.356 0.451 2 1 1 331 interferon,EalphaE10 ENST00000357374.2
Case#1'Baseline'WholeTumor AQP3 9 33442091 Missense_Mutation C T p.E277K 37 9 0.243 0.308 2 1 1 32 aquaporinE3E(GillEbloodEgroup) ENST00000297991.4
Case#1'Baseline'WholeTumor PRSS3 9 33796734 Missense_Mutation C T p.S102F 172 58 0.337 0.427 2 1 1 168 protease,Eserine,E3 ENST00000361005.5
Case#1'Baseline'WholeTumor UBAP1 9 34251519 Missense_Mutation G A p.G500R 27 9 0.333 0.422 2 1 1 38 ubiquitinEassociatedEproteinE1 ENST00000297661.4
Case#1'Baseline'WholeTumor DNAJB5 9 34996535 Missense_Mutation C T p.P162L 51 16 0.314 0.397 2 1 1 59 DnaJE(Hsp40)Ehomolog,EsubfamilyEB,EmemberE5 ENST00000541010.1
Case#1'Baseline'WholeTumor RUSC2 9 35555066 Missense_Mutation C T p.T675I 66 28 0.424 0.537 2 1 1 44 RUNEandESH3EdomainEcontainingE2 ENST00000455600.1
Case#1'Baseline'WholeTumor TPM2 9 35689195 Missense_Mutation G A p.S63F 75 31 0.413 0.523 2 1 1 89 tropomyosinE2E(beta) ENST00000360958.2
Case#1'Baseline'WholeTumor CR769776.1 9 69380339 Missense_Mutation G A p.S31L 556 30 0.054 0.068 2 1 1 472 ENST00000414341.2
Case#1'Baseline'WholeTumor PRUNE2 9 79244209 Splice_Site A ' 24 7 0.292 0.369 2 1 1 23 pruneEhomologE2E(Drosophila) ENST00000376718.3
Case#1'Baseline'WholeTumor PRUNE2 9 79324306 Missense_Mutation G A p.P962S 47 17 0.362 0.458 2 1 1 93 pruneEhomologE2E(Drosophila) ENST00000376718.3
Case#1'Baseline'WholeTumor PRUNE2 9 79324742 Nonsense_Mutation C T p.W816* 64 29 0.453 0.574 2 1 1 77 pruneEhomologE2E(Drosophila) ENST00000376718.3
Case#1'Baseline'WholeTumor VPS13A 9 79968418 Missense_Mutation C T p.P2505S 75 28 0.373 0.473 2 1 1 60 vacuolarEproteinEsortingE13EhomologEAE(S.Ecerevisiae) ENST00000360280.3
Case#1'Baseline'WholeTumor SPATA31D1 9 84605355 Nonsense_Mutation C T p.Q86* 89 44 0.494 0.626 2 1 1 121 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2
Case#1'Baseline'WholeTumor SPATA31D1 9 84606542 Missense_Mutation C T p.S386F 62 20 0.323 0.408 2 1 1 112 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2
Case#1'Baseline'WholeTumor SPATA31D1 9 84607427 Missense_Mutation C T p.S681F 119 50 0.420 0.532 2 1 1 170 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2
Case#1'Baseline'WholeTumor SPATA31D1 9 84607702 Nonsense_Mutation C T p.Q773* 119 43 0.361 0.457 2 1 1 165 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2
Case#1'Baseline'WholeTumor SPATA31D1 9 84609831 Nonsense_Mutation CC AT p.Q1483* 30 10 0.333 0.422 2 1 1 50 SPATA31EsubfamilyED,EmemberE1 ENST00000344803.2
Case#1'Baseline'WholeTumor ROR2 9 94519791 Missense_Mutation C T p.G76S 85 41 0.482 0.611 2 2 0 99 receptorEtyrosineEkinase'likeEorphanEreceptorE2 ENST00000375708.3
Case#1'Baseline'WholeTumor NOL8 9 95078125 Missense_Mutation G A p.S261F 55 47 0.855 1.082 2 2 0 69 nucleolarEproteinE8 ENST00000535387.1
Case#1'Baseline'WholeTumor OR13C5 9 107361140 Missense_Mutation C T p.M185I 97 40 0.412 0.522 2 2 0 125 olfactoryEreceptor,EfamilyE13,EsubfamilyEC,EmemberE5 ENST00000374779.2
Case#1'Baseline'WholeTumor ZNF462 9 109701335 Missense_Mutation C T p.S2125F 59 18 0.305 0.386 2 2 0 75 zincEfingerEproteinE462 ENST00000277225.5
Case#1'Baseline'WholeTumor EPB41L4B 9 111970274 Missense_Mutation G A p.P603L 73 26 0.356 0.451 2 2 0 91 erythrocyteEmembraneEproteinEbandE4.1ElikeE4B ENST00000374566.3
Case#1'Baseline'WholeTumor C9orf84 9 114476724 Splice_Site C A 93 28 0.301 0.381 2 2 0 119 chromosomeE9EopenEreadingEframeE84 ENST00000318737.4
Case#1'Baseline'WholeTumor WDR31 9 116079120 Missense_Mutation G A p.S338F 77 31 0.403 0.510 2 2 0 101 WDErepeatEdomainE31 ENST00000374193.4
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Case#1'Baseline'WholeTumor AMBP 9 116840393 Missense_Mutation C T p.E33K 148 60 0.405 0.513 2 2 0 121 alpha'1'microglobulin/bikuninEprecursor ENST00000265132.3

Case#1'Baseline'WholeTumor COL27A1 9 117063995 Missense_Mutation C T p.P1615S 59 30 0.508 0.644 2 2 0 78 collagen,EtypeEXXVII,EalphaE1 ENST00000356083.3

Case#1'Baseline'WholeTumor AKNA 9 117099465 Missense_Mutation C T p.E1397K 94 34 0.362 0.458 2 2 0 53 AT'hookEtranscriptionEfactor ENST00000307564.4

Case#1'Baseline'WholeTumor TNFSF8 9 117668179 Splice_Site C T p.G80E 73 25 0.342 0.434 2 2 0 74 tumorEnecrosisEfactorE(ligand)Esuperfamily,EmemberE8 ENST00000223795.2

Case#1'Baseline'WholeTumor PAPPA 9 118997855 Missense_Mutation G A p.D891N 74 24 0.324 0.411 2 2 0 101 pregnancy'associatedEplasmaEproteinEA,EpappalysinE1 ENST00000328252.3

Case#1'Baseline'WholeTumor ASTN2 9 119770412 Missense_Mutation C T p.R517K 78 32 0.410 0.519 2 2 0 106 astrotactinE2 ENST00000313400.4

Case#1'Baseline'WholeTumor CRB2 9 126135412 Splice_Site G T 102 38 0.373 0.472 2 2 0 84 crumbsEfamilyEmemberE2 ENST00000373631.3

Case#1'Baseline'WholeTumor FAM102A 9 130710478 Missense_Mutation G A p.S163F 128 49 0.383 0.485 2 2 0 105 familyEwithEsequenceEsimilarityE102,EmemberEA ENST00000373095.1

Case#1'Baseline'WholeTumor FAM73B 9 131804656 Missense_Mutation C T p.A57V 67 31 0.463 0.586 2 2 0 55 familyEwithEsequenceEsimilarityE73,EmemberEB ENST00000358369.4

Case#1'Baseline'WholeTumor GPR107 9 132869775 Splice_Site G A p.W421* 41 11 0.268 0.340 2 2 0 42 GEprotein'coupledEreceptorE107 ENST00000372406.1

Case#1'Baseline'WholeTumor MED22 9 136208432 Missense_Mutation G A p.P176S 39 33 0.846 1.071 2 2 0 23 mediatorEcomplexEsubunitE22 ENST00000491289.1

Case#1'Baseline'WholeTumor SARDH 9 136536738 Missense_Mutation G A p.R749W 123 36 0.293 0.370 2 2 0 88 sarcosineEdehydrogenase ENST00000371872.4

Case#1'Baseline'WholeTumor COL5A1 9 137693800 Splice_Site G A p.G985S 85 50 0.588 0.745 2 2 0 90 collagen,EtypeEV,EalphaE1 ENST00000371817.3

Case#1'Baseline'WholeTumor C9orf62 9 138236023 Missense_Mutation G A p.G77R 60 20 0.333 0.422 2 2 0 67 chromosomeE9EopenEreadingEframeE62 ENST00000320778.2

Case#1'Baseline'WholeTumor PMPCA 9 139311617 Missense_Mutation C T p.A283V 105 43 0.410 0.518 2 2 0 71 peptidaseE(mitochondrialEprocessing)Ealpha ENST00000371717.3

Case#1'Baseline'WholeTumor LCN15 9 139658209 Missense_Mutation G A p.A88V 49 40 0.816 1.033 2 2 0 52 lipocalinE15 ENST00000316144.5

Case#1'Baseline'WholeTumor KIAA1984 9 139694569 Missense_Mutation A C p.D129A 10 10 1.000 1.266 2 2 0 10 ENST00000338005.6

Case#1'Baseline'WholeTumor ABCA2 9 139915386 Missense_Mutation G A p.A341V 27 10 0.370 0.469 2 2 0 11 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE2 ENST00000371605.3

Case#1'Baseline'WholeTumor ABCA2 9 139916431 Missense_Mutation G A p.P196L 106 39 0.368 0.466 2 2 0 91 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE2 ENST00000371605.3

Case#1'Baseline'WholeTumor KAL1 X 8553349 Missense_Mutation C T p.R272Q 46 35 0.761 0.963 2 1 1 56 KallmannEsyndromeE1Esequence ENST00000262648.3

Case#1'Baseline'WholeTumor FAM9A X 8763346 Frame_Shift_Del CTG ' p.Q202fs 32 6 0.188 0.237 2 1 1 32 familyEwithEsequenceEsimilarityE9,EmemberEA ENST00000543214.1

Case#1'Baseline'WholeTumor WWC3 X 10093137 Missense_Mutation G A p.E634K 94 24 0.255 0.323 2 1 1 45 WWCEfamilyEmemberE3 ENST00000380861.4

Case#1'Baseline'WholeTumor MBTPS2 X 21863393 Missense_Mutation C T p.P110L 36 32 0.889 1.125 2 1 1 41 membrane'boundEtranscriptionEfactorEpeptidase,EsiteE2 ENST00000379484.5

Case#1'Baseline'WholeTumor MAGEB6 X 26212568 Missense_Mutation T C p.L202S 47 35 0.745 0.943 2 1 1 63 melanomaEantigenEfamilyEB,E6 ENST00000379034.1

Case#1'Baseline'WholeTumor DCAF8L2 X 27765397 Missense_Mutation G A p.E129K 21 12 0.571 0.723 2 1 1 39 DDB1EandECUL4EassociatedEfactorE8'likeE2 ENST00000451261.2

Case#1'Baseline'WholeTumor DCAF8L1 X 27999214 Missense_Mutation C T p.E80K 64 37 0.578 0.732 2 1 1 95 DDB1EandECUL4EassociatedEfactorE8'likeE1 ENST00000441525.1

Case#1'Baseline'WholeTumor MAGEB2 X 30237541 Missense_Mutation G A p.E282K 53 46 0.868 1.099 2 1 1 77 melanomaEantigenEfamilyEB,E2 ENST00000378988.4

Case#1'Baseline'WholeTumor FAM47A X 34149036 Missense_Mutation C T p.E454K 60 45 0.750 0.949 2 1 1 61 familyEwithEsequenceEsimilarityE47,EmemberEA ENST00000346193.3

Case#1'Baseline'WholeTumor CXorf22 X 35984681 Splice_Site G A 19 11 0.579 0.733 2 1 1 27 chromosomeEXEopenEreadingEframeE22 ENST00000297866.5

Case#1'Baseline'WholeTumor CXorf30 X 36337365 Missense_Mutation G A p.D242N 27 25 0.926 1.172 2 1 1 25 chromosomeEXEopenEreadingEframeE30 ENST00000378657.4

Case#1'Baseline'WholeTumor USP9X X 41048592 Frame_Shift_Ins ' ACGA p.'1282fs 64 46 0.719 0.910 2 1 1 65 ubiquitinEspecificEpeptidaseE9,EX'linked ENST00000324545.8

Case#1'Baseline'WholeTumor USP9X X 41075197 Missense_Mutation C T p.L1793F 78 61 0.782 0.990 2 1 1 93 ubiquitinEspecificEpeptidaseE9,EX'linked ENST00000324545.8

Case#1'Baseline'WholeTumor DDX3X X 41205773 Missense_Mutation C G p.L505V 58 46 0.793 1.004 2 1 1 79 DEADE(Asp'Glu'Ala'Asp)EboxEhelicaseE3,EX'linked ENST00000399959.2

Case#1'Baseline'WholeTumor CACNA1F X 49067877 Missense_Mutation G A p.P1400S 18 17 0.944 1.195 2 1 1 35 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1FEsubunit ENST00000376265.2

Case#1'Baseline'WholeTumor CCNB3 X 50051581 Missense_Mutation G A p.D138N 50 42 0.840 1.063 2 1 1 51 cyclinEB3 ENST00000376042.1

Case#1'Baseline'WholeTumor KIAA2022 X 73960373 Missense_Mutation G A p.P1340L 16 14 0.875 1.108 2 1 1 22 KIAA2022 ENST00000055682.6

Case#1'Baseline'WholeTumor KIAA2022 X 73961246 Missense_Mutation G A p.S1049F 34 18 0.529 0.670 2 1 1 61 KIAA2022 ENST00000055682.6

Case#1'Baseline'WholeTumor CYSLTR1 X 77529237 Missense_Mutation C T p.E3K 17 10 0.588 0.745 2 1 1 21 cysteinylEleukotrieneEreceptorE1 ENST00000373304.3

Case#1'Baseline'WholeTumor PCDH19 X 99551514 Missense_Mutation GG AA p.H1070Y 26 17 0.654 0.828 2 1 1 22 protocadherinE19 ENST00000373034.4

Case#1'Baseline'WholeTumor NRK X 105132299 Missense_Mutation G A p.D89N 29 25 0.862 1.091 2 1 1 31 NikErelatedEkinase ENST00000243300.9

Case#1'Baseline'WholeTumor CAPN6 X 110497543 Missense_Mutation G A p.S85F 47 37 0.787 0.996 2 1 1 60 calpainE6 ENST00000324068.1

Case#1'Baseline'WholeTumor LRCH2 X 114358531 Missense_Mutation G A p.P609L 26 21 0.808 1.022 2 1 1 53

leucine'richErepeatsEandEcalponinEhomologyE(CH)EdomainE

containingE2 ENST00000317135.8

Case#1'Baseline'WholeTumor TENM1 X 123838976 Missense_Mutation G A p.S301F 34 29 0.853 1.080 2 1 1 78 teneurinEtransmembraneEproteinE1 ENST00000371130.3

Case#1'Baseline'WholeTumor ARHGAP36 X 130220631 Missense_Mutation C T p.S493F 47 38 0.809 1.023 2 1 1 55 RhoEGTPaseEactivatingEproteinE36 ENST00000276211.5

Case#1'Baseline'WholeTumor GPR112 X 135431303 Missense_Mutation C T p.S1813F 35 20 0.571 0.723 2 1 1 52 GEprotein'coupledEreceptorE112 ENST00000394143.1

Case#1'Baseline'WholeTumor F9 X 138643980 Missense_Mutation G A p.R379Q 23 16 0.696 0.881 2 1 1 30 coagulationEfactorEIX ENST00000218099.2

Case#1'Baseline'WholeTumor BGN X 152772308 Missense_Mutation G A p.E233K 24 22 0.917 1.160 2 1 1 32 biglycan ENST00000331595.4

Case#1'Baseline'WholeTumor PDZD4 X 153071546 Frame_Shift_Del CA ' p.*177fs 52 40 0.769 0.974 2 1 1 72 PDZEdomainEcontainingE4 ENST00000164640.4

Case#1'Baseline'WholeTumor SLC9B1P1 Y 13501691 Missense_Mutation G A p.S173L 44 38 0.864 1.093 2 1 1 67

soluteEcarrierEfamilyE9,EsubfamilyEBE(NHA1,EcationEprotonE

antiporterE1),EmemberE1EpseudogeneE1 ENST00000331172.6

Case#4'Baseline'WholeTumor NADK 1 1686040 Missense_Mutation G T p.N262K 57 7 0.123 0.133 3 2 1 84 NADEkinase ENST00000341426.5

Case#4'Baseline'WholeTumor TTC34 1 2704099 Missense_Mutation C T p.A88T 43 5 0.116 0.131 2 2 0 49 tetratricopeptideErepeatEdomainE34 ENST00000401095.3

Case#4'Baseline'WholeTumor MTOR 1 11190667 Missense_Mutation GG AA p.T1844I 117 68 0.581 0.629 3 2 1 136 mechanisticEtargetEofErapamycinE(serine/threonineEkinase) ENST00000361445.4

Case#4'Baseline'WholeTumor PRAMEF15 1 13645819 Missense_Mutation G A p.V117I 345 93 0.270 0.292 3 2 1 482 PRAMEEfamilyEmemberE15 ENST00000330087.5

Case#4'Baseline'WholeTumor LRRC38 1 13839611 Missense_Mutation T C p.N160D 73 40 0.548 0.593 3 2 1 88 leucineErichErepeatEcontainingE38 ENST00000376085.3

Case#4'Baseline'WholeTumor PADI2 1 17413045 Missense_Mutation G A p.H269Y 64 37 0.578 0.626 3 2 1 88 peptidylEarginineEdeiminase,EtypeEII ENST00000375486.4

Case#4'Baseline'WholeTumor KLHDC7A 1 18808983 Missense_Mutation A T p.E503V 47 12 0.255 0.276 3 2 1 47 kelchEdomainEcontainingE7A ENST00000400664.1

Case#4'Baseline'WholeTumor TMCO2 1 40717118 Missense_Mutation A G p.K134R 30 7 0.233 0.253 3 2 1 41 transmembraneEandEcoiled'coilEdomainsE2 ENST00000372766.3

Case#4'Baseline'WholeTumor CCDC30 1 43032087 Nonsense_Mutation C T p.R266* 47 11 0.234 0.253 3 2 1 58 coiled'coilEdomainEcontainingE30 ENST00000340612.4

Case#4'Baseline'WholeTumor LDLRAD1 1 54480008 Missense_Mutation G A p.R35C 30 12 0.400 0.433 3 2 1 28 lowEdensityElipoproteinEreceptorEclassEAEdomainEcontainingE1 ENST00000371360.1

Case#4'Baseline'WholeTumor LEPR 1 66101926 Missense_Mutation G A p.G909D 103 39 0.379 0.410 3 2 1 144 leptinEreceptor ENST00000349533.6

Case#4'Baseline'WholeTumor C1orf173 1 75038204 Missense_Mutation C T p.E1064K 139 86 0.619 0.670 3 2 1 153 ENST00000326665.5

Case#4'Baseline'WholeTumor C1orf173 1 75055582 Missense_Mutation C T p.E637K 100 66 0.660 0.714 3 2 1 118 ENST00000326665.5

Case#4'Baseline'WholeTumor LPHN2 1 82434986 Missense_Mutation G A p.R879Q 125 36 0.288 0.312 3 2 1 136 latrophilinE2 ENST00000370728.1

Case#4'Baseline'WholeTumor RPF1 1 84956083 Missense_Mutation A G p.K182E 97 56 0.577 0.625 3 2 1 110 ribosomeEproductionEfactorE1EhomologE(S.Ecerevisiae) ENST00000370654.5

Case#4'Baseline'WholeTumor PRPF38B 1 109242103 Missense_Mutation C T p.R368C 71 21 0.296 0.320 3 2 1 69 pre'mRNAEprocessingEfactorE38B ENST00000370025.4

Case#4'Baseline'WholeTumor DENND2D 1 111734940 Splice_Site C T 45 15 0.333 0.361 3 2 1 39 DENN/MADDEdomainEcontainingE2D ENST00000357640.4

Case#4'Baseline'WholeTumor SYCP1 1 115417165 Missense_Mutation G A p.D213N 79 45 0.570 0.617 3 2 1 106 synaptonemalEcomplexEproteinE1 ENST00000369522.3

Case#4'Baseline'WholeTumor VPS72 1 151149374 Missense_Mutation C T p.G292R 61 29 0.475 0.505 4 2 2 50 vacuolarEproteinEsortingE72EhomologE(S.Ecerevisiae) ENST00000354473.4

Case#4'Baseline'WholeTumor ZNF687 1 151261061 Missense_Mutation C T p.R725C 172 82 0.477 0.506 4 2 2 169 zincEfingerEproteinE687 ENST00000368879.2

Case#4'Baseline'WholeTumor KPRP 1 152733503 Missense_Mutation C T p.P480L 61 15 0.246 0.261 4 2 2 50 keratinocyteEproline'richEprotein ENST00000606109.1

Case#4'Baseline'WholeTumor ADAM15 1 155029553 Missense_Mutation C T p.T375I 109 57 0.523 0.555 4 2 2 101 ADAMEmetallopeptidaseEdomainE15 ENST00000356955.2

Case#4'Baseline'WholeTumor CRP 1 159683802 Missense_Mutation G A p.S63L 80 37 0.463 0.491 4 2 2 63 C'reactiveEprotein,Epentraxin'related ENST00000255030.5

Case#4'Baseline'WholeTumor MAEL 1 166973432 Missense_Mutation A G p.K180R 150 33 0.220 0.234 4 2 2 134 maelstromEspermatogenicEtransposonEsilencer ENST00000367872.4

Case#4'Baseline'WholeTumor F5 1 169511368 Missense_Mutation G A p.P987L 112 46 0.411 0.436 4 2 2 111 coagulationEfactorEVE(proaccelerin,ElabileEfactor) ENST00000367797.3

Case#4'Baseline'WholeTumor FMO3 1 171086425 Missense_Mutation G A p.G481E 106 54 0.509 0.541 4 2 2 91 flavinEcontainingEmonooxygenaseE3 ENST00000367755.4

Case#4'Baseline'WholeTumor PRRC2C 1 171544097 Missense_Mutation C T p.S2260F 69 28 0.406 0.431 4 2 2 67 proline'richEcoiled'coilE2C ENST00000338920.4

Case#4'Baseline'WholeTumor BRINP3 1 190068089 Missense_Mutation G A p.P454S 139 60 0.432 0.458 4 2 2 100

boneEmorphogeneticEprotein/retinoicEacidEinducibleEneural'

specificE3 ENST00000367462.3

Case#4'Baseline'WholeTumor PPFIA4 1 203008264 Missense_Mutation C T p.S43F 123 58 0.472 0.501 4 2 2 100

proteinEtyrosineEphosphatase,EreceptorEtype,EfEpolypeptideE

(PTPRF),EinteractingEproteinE(liprin),EalphaE4 ENST00000447715.2

Case#4'Baseline'WholeTumor MYBPH 1 203144538 Missense_Mutation G A p.S86F 92 16 0.174 0.185 4 2 2 73 myosinEbindingEproteinEH ENST00000255416.4

Case#4'Baseline'WholeTumor CNTN2 1 205034965 Missense_Mutation G A p.G582R 79 21 0.266 0.282 4 2 2 66 contactinE2E(axonal) ENST00000331830.4

Case#4'Baseline'WholeTumor USH2A 1 215901656 Missense_Mutation C T p.E3928K 99 49 0.495 0.526 4 2 2 72 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
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Case#4'Baseline'WholeTumor USH2A 1 216017763 Missense_Mutation G A p.S3044L 77 34 0.442 0.469 4 2 2 76 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#4'Baseline'WholeTumor PCNXL2 1 233137282 Splice_Site CC TT p.D1700N 54 10 0.185 0.197 4 2 2 49 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#4'Baseline'WholeTumor PCNXL2 1 233160921 Nonsense_Mutation G A p.R1526* 180 74 0.411 0.437 4 2 2 142 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#4'Baseline'WholeTumor TBCE 1 235611744 Missense_Mutation G A p.E494K 167 77 0.461 0.490 4 2 2 166 tubulinEfoldingEcofactorEE ENST00000366601.3
Case#4'Baseline'WholeTumor LYST 1 235972935 Missense_Mutation G A p.R395C 77 35 0.455 0.483 4 2 2 75 lysosomalEtraffickingEregulator ENST00000389794.3
Case#4'Baseline'WholeTumor LGALS8 1 236700836 Missense_Mutation C T p.P29S 181 83 0.459 0.487 4 2 2 173 lectin,Egalactoside'binding,Esoluble,E8 ENST00000366584.4
Case#4'Baseline'WholeTumor OR1C1 1 247921002 Missense_Mutation C T p.R236K 110 56 0.509 0.541 4 2 2 85 olfactoryEreceptor,EfamilyE1,EsubfamilyEC,EmemberE1 ENST00000408896.2
Case#4'Baseline'WholeTumor OR2L3 1 248224011 Missense_Mutation G A p.D10N 385 172 0.447 0.474 4 2 2 391 olfactoryEreceptor,EfamilyE2,EsubfamilyEL,EmemberE3 ENST00000359959.3
Case#4'Baseline'WholeTumor UPF2 10 12041915 Missense_Mutation A G p.L583P 115 38 0.330 0.358 3 2 1 115 UPF2EregulatorEofEnonsenseEtranscriptsEhomologE(yeast) ENST00000356352.2
Case#4'Baseline'WholeTumor CACNB2 10 18827189 Nonsense_Mutation G A p.W461* 118 35 0.297 0.321 3 2 1 105 calciumEchannel,Evoltage'dependent,EbetaE2Esubunit ENST00000324631.7
Case#4'Baseline'WholeTumor PLXDC2 10 20506484 Missense_Mutation C T p.P418S 48 26 0.542 0.586 3 2 1 71 plexinEdomainEcontainingE2 ENST00000377252.4
Case#4'Baseline'WholeTumor NEBL 10 21120508 Missense_Mutation T A p.D485V 48 14 0.292 0.316 3 2 1 74 nebulette ENST00000377122.4
Case#4'Baseline'WholeTumor NEBL 10 21158766 Missense_Mutation G A p.S162F 86 25 0.291 0.315 3 2 1 98 nebulette ENST00000377122.4
Case#4'Baseline'WholeTumor PTCHD3 10 27703109 Missense_Mutation G A p.A24V 80 51 0.638 0.690 3 2 1 70 patchedEdomainEcontainingE3 ENST00000438700.3
Case#4'Baseline'WholeTumor SVIL 10 29769741 Splice_Site T G p.E1701A 65 4 0.062 0.067 3 2 1 68 supervillin ENST00000355867.4
Case#4'Baseline'WholeTumor WDFY4 10 50098714 Missense_Mutation G A p.E2420K 118 78 0.661 0.715 3 2 1 122 WDFYEfamilyEmemberE4 ENST00000325239.5
Case#4'Baseline'WholeTumor C10orf71 10 50534837 Missense_Mutation C T p.P1416L 57 11 0.193 0.209 3 2 1 35 chromosomeE10EopenEreadingEframeE71 ENST00000374144.3
Case#4'Baseline'WholeTumor ADAMTS14 10 72513650 Missense_Mutation G A p.G942R 68 38 0.559 0.605 3 2 1 47 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E14 ENST00000373207.1
Case#4'Baseline'WholeTumor ZMIZ1 10 81050867 Missense_Mutation A G p.Q231R 36 23 0.639 0.692 3 2 1 52 zincEfinger,EMIZ'typeEcontainingE1 ENST00000334512.5
Case#4'Baseline'WholeTumor NUTM2B 10 81463478 Missense_Mutation G A p.G38E 555 127 0.229 0.248 3 2 1 692 NUTEfamilyEmemberE2B ENST00000429828.1
Case#4'Baseline'WholeTumor PLCE1 10 95790940 Missense_Mutation G A p.R46Q 44 17 0.386 0.418 3 2 1 54 phospholipaseEC,EepsilonE1 ENST00000371380.3
Case#4'Baseline'WholeTumor FGF8 10 103534967 Missense_Mutation G A p.P26S 12 4 0.333 0.361 3 2 1 16 fibroblastEgrowthEfactorE8E(androgen'induced) ENST00000344255.3
Case#4'Baseline'WholeTumor FAM160B1 10 116606884 Missense_Mutation C T p.S535L 76 24 0.316 0.342 3 2 1 96 familyEwithEsequenceEsimilarityE160,EmemberEB1 ENST00000369248.4
Case#4'Baseline'WholeTumor DMBT1 10 124352006 Missense_Mutation G A p.D799N 390 125 0.321 0.347 3 2 1 441 deletedEinEmalignantEbrainEtumorsE1 ENST00000338354.3
Case#4'Baseline'WholeTumor NAP1L4 11 2981039 Missense_Mutation G A p.P236L 150 38 0.253 0.274 3 2 1 172 nucleosomeEassemblyEproteinE1'likeE4 ENST00000380542.4
Case#4'Baseline'WholeTumor OR52A1 11 5173208 Missense_Mutation G A p.P131L 65 23 0.354 0.383 3 2 1 75 olfactoryEreceptor,EfamilyE52,EsubfamilyEA,EmemberE1 ENST00000380367.1
Case#4'Baseline'WholeTumor OTOG 11 17667291 Splice_Site G A p.V2860M 55 24 0.436 0.472 3 2 1 55 otogelin ENST00000399391.2
Case#4'Baseline'WholeTumor LDHAL6A 11 18487261 Missense_Mutation G A p.D108N 134 88 0.657 0.711 3 2 1 184 lactateEdehydrogenaseEA'likeE6A ENST00000280706.2
Case#4'Baseline'WholeTumor QSER1 11 32956744 Missense_Mutation C T p.R1185C 93 25 0.269 0.291 3 2 1 102 glutamineEandEserineErichE1 ENST00000399302.2
Case#4'Baseline'WholeTumor OR8K3 11 56086143 Missense_Mutation G A p.D121N 116 70 0.603 0.653 3 2 1 141 olfactoryEreceptor,EfamilyE8,EsubfamilyEK,EmemberE3 ENST00000312711.1
Case#4'Baseline'WholeTumor SLC22A9 11 63177274 Splice_Site G A p.E534E 41 12 0.293 0.317 3 2 1 59 soluteEcarrierEfamilyE22E(organicEanionEtransporter),EmemberE9 ENST00000279178.3
Case#4'Baseline'WholeTumor CHKA 11 67821505 Frame_Shift_Del G ' p.Q442fs 67 20 0.299 0.323 3 2 1 66 cholineEkinaseEalpha ENST00000265689.4
Case#4'Baseline'WholeTumor CHKA 11 67821509 Missense_Mutation GT AA p.Y440F 60 20 0.333 0.361 3 2 1 68 cholineEkinaseEalpha ENST00000265689.4
Case#4'Baseline'WholeTumor SHANK2 11 70333333 Missense_Mutation C T p.S643N 96 52 0.542 0.586 3 2 1 83 SH3EandEmultipleEankyrinErepeatEdomainsE2 ENST00000423696.2
Case#4'Baseline'WholeTumor NUMA1 11 71732302 Missense_Mutation G T p.D136E 125 39 0.312 0.338 3 2 1 131 nuclearEmitoticEapparatusEproteinE1 ENST00000393695.3
Case#4'Baseline'WholeTumor TENM4 11 78467872 Missense_Mutation C T p.G912R 104 24 0.231 0.250 3 2 1 90 teneurinEtransmembraneEproteinE4 ENST00000278550.7
Case#4'Baseline'WholeTumor SYTL2 11 85432002 Splice_Site C T p.G487D 49 13 0.265 0.287 3 2 1 61 synaptotagmin'likeE2 ENST00000528231.1
Case#4'Baseline'WholeTumor MFRP 11 119215694 Missense_Mutation G A p.P221L 26 15 0.577 0.648 2 1 1 42 membraneEfrizzled'relatedEprotein ENST00000530681.1
Case#4'Baseline'WholeTumor OR8B4 11 124294532 Missense_Mutation G A p.P79L 68 33 0.485 0.545 2 1 1 104 olfactoryEreceptor,EfamilyE8,EsubfamilyEB,EmemberE4 ENST00000356130.3
Case#4'Baseline'WholeTumor CACNA1C 12 2224470 Missense_Mutation C T p.P44S 24 14 0.583 0.631 3 2 1 42 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1CEsubunit ENST00000347598.4
Case#4'Baseline'WholeTumor FGF23 12 4479934 Missense_Mutation C T p.E111K 55 36 0.655 0.708 3 2 1 54 fibroblastEgrowthEfactorE23 ENST00000237837.1
Case#4'Baseline'WholeTumor COPS7A 12 6838423 Missense_Mutation A T p.Y113F 75 51 0.680 0.736 3 2 1 123 COP9EsignalosomeEsubunitE7A ENST00000543155.1
Case#4'Baseline'WholeTumor PZP 12 9312946 Missense_Mutation C T p.E1005K 111 40 0.360 0.390 3 2 1 144 pregnancy'zoneEprotein ENST00000261336.2
Case#4'Baseline'WholeTumor KCNJ8 12 21919327 Missense_Mutation C T p.R202Q 123 69 0.561 0.607 3 2 1 180 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE8 ENST00000240662.2
Case#4'Baseline'WholeTumor OR8S1 12 48921750 Missense_Mutation C T p.A315V 79 21 0.266 0.288 3 2 1 84 olfactoryEreceptor,EfamilyE8,EsubfamilyES,EmemberE1 ENST00000310194.1
Case#4'Baseline'WholeTumor KRT2 12 53038873 Missense_Mutation C T p.G617E 110 75 0.682 0.738 3 2 1 115 keratinE2 ENST00000309680.3
Case#4'Baseline'WholeTumor TENC1 12 53448151 Missense_Mutation G A p.D150N 30 9 0.300 0.325 3 2 1 47 tensinElikeEC1EdomainEcontainingEphosphataseE(tensinE2) ENST00000314250.6
Case#4'Baseline'WholeTumor AMHR2 12 53818171 Missense_Mutation C T p.P50L 59 40 0.678 0.734 3 2 1 75 anti'MullerianEhormoneEreceptor,EtypeEII ENST00000257863.4
Case#4'Baseline'WholeTumor OR6C6 12 55688227 Missense_Mutation C T p.E264K 151 47 0.311 0.337 3 2 1 184 olfactoryEreceptor,EfamilyE6,EsubfamilyEC,EmemberE6 ENST00000358433.2
Case#4'Baseline'WholeTumor GLI1 12 57865324 Missense_Mutation C T p.S934F 48 36 0.750 0.812 3 2 1 40 GLIEfamilyEzincEfingerE1 ENST00000228682.2
Case#4'Baseline'WholeTumor TPH2 12 72338095 Missense_Mutation C T p.H93Y 89 17 0.191 0.207 3 2 1 93 tryptophanEhydroxylaseE2 ENST00000333850.3

Case#4'Baseline'WholeTumor RASSF9 12 86198686 Missense_Mutation G C p.H368D 118 38 0.322 0.349 3 2 1 129
RasEassociationE(RalGDS/AF'6)EdomainEfamilyE(N'terminal)E

memberE9 ENST00000361228.3
Case#4'Baseline'WholeTumor C12orf50 12 88379663 Missense_Mutation GG AA p.H364Y 188 47 0.250 0.271 3 2 1 230 chromosomeE12EopenEreadingEframeE50 ENST00000298699.2
Case#4'Baseline'WholeTumor NR2C1 12 95456418 Missense_Mutation C T p.G51S 97 5 0.052 0.056 3 2 1 152 nuclearEreceptorEsubfamilyE2,EgroupEC,EmemberE1 ENST00000333003.5
Case#4'Baseline'WholeTumor TCHP 12 110352340 Nonsense_Mutation C T p.R410* 70 39 0.557 0.603 3 2 1 93 trichoplein,EkeratinEfilamentEbinding ENST00000312777.5
Case#4'Baseline'WholeTumor SDS 12 113835043 Missense_Mutation C T p.E194K 53 19 0.358 0.388 3 2 1 59 serineEdehydratase ENST00000257549.4
Case#4'Baseline'WholeTumor CCDC60 12 119943001 Missense_Mutation C T p.P259L 62 35 0.565 0.611 3 2 1 63 coiled'coilEdomainEcontainingE60 ENST00000327554.2
Case#4'Baseline'WholeTumor TMEM132C 12 129190442 Missense_Mutation G A p.E977K 70 23 0.329 0.356 3 2 1 62 transmembraneEproteinE132C ENST00000435159.2
Case#4'Baseline'WholeTumor FLT1 13 28964230 Missense_Mutation C T p.G558R 149 84 0.564 0.592 5 3 2 111 fms'relatedEtyrosineEkinaseE1 ENST00000282397.4
Case#4'Baseline'WholeTumor DAOA 13 106142269 Missense_Mutation C T p.H101Y 199 25 0.126 0.132 5 3 2 107 D'aminoEacidEoxidaseEactivator ENST00000375936.3

Case#4'Baseline'WholeTumor F7 13 113773045 Missense_Mutation G A p.R375Q 170 65 0.382 0.401 5 3 2 131 coagulationEfactorEVIIE(serumEprothrombinEconversionEaccelerator) ENST00000375581.3
Case#4'Baseline'WholeTumor TFDP1 13 114288253 Missense_Mutation G C p.V175L 194 66 0.340 0.357 5 3 2 135 transcriptionEfactorEDp'1 ENST00000375370.5
Case#4'Baseline'WholeTumor OR4M1 14 20249212 Missense_Mutation C T p.S244F 533 45 0.084 0.091 3 2 1 646 olfactoryEreceptor,EfamilyE4,EsubfamilyEM,EmemberE1 ENST00000315957.4
Case#4'Baseline'WholeTumor OR4K15 14 20444431 Missense_Mutation C T p.R252C 249 148 0.594 0.643 3 2 1 281 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE15 ENST00000305051.5
Case#4'Baseline'WholeTumor KLHL33 14 20897784 Missense_Mutation G A p.S309F 45 33 0.733 0.794 3 2 1 42 kelch'likeEfamilyEmemberE33 ENST00000344581.4
Case#4'Baseline'WholeTumor CHD8 14 21876604 Missense_Mutation G A p.A866V 43 12 0.279 0.302 3 2 1 65 chromodomainEhelicaseEDNAEbindingEproteinE8 ENST00000557364.1
Case#4'Baseline'WholeTumor ADCK1 14 78392234 Missense_Mutation G C p.C379S 98 29 0.296 0.320 3 2 1 120 aarFEdomainEcontainingEkinaseE1 ENST00000238561.5
Case#4'Baseline'WholeTumor CATSPERB 14 92139225 Missense_Mutation G A p.L372F 97 28 0.289 0.312 3 2 1 98 catsperEchannelEauxiliaryEsubunitEbeta ENST00000256343.3
Case#4'Baseline'WholeTumor AHNAK2 14 105404695 Missense_Mutation C T p.R5698Q 114 33 0.289 0.313 3 2 1 141 AHNAKEnucleoproteinE2 ENST00000333244.5
Case#4'Baseline'WholeTumor OR4M2 15 22369306 Missense_Mutation C T p.S244F 754 143 0.190 0.201 4 2 2 725 olfactoryEreceptor,EfamilyE4,EsubfamilyEM,EmemberE2 ENST00000332663.2
Case#4'Baseline'WholeTumor GOLGA8I 15 23260815 Missense_Mutation C T p.S199F 371 80 0.216 0.229 4 2 2 315 golginEA8Efamily,EmemberEI ENST00000450802.3
Case#4'Baseline'WholeTumor NUTM1 15 34640641 Missense_Mutation C T p.P163L 62 25 0.403 0.428 4 2 2 71 NUTEmidlineEcarcinoma,EfamilyEmemberE1 ENST00000333756.4
Case#4'Baseline'WholeTumor EIF2AK4 15 40324409 Nonsense_Mutation C T p.Q1567* 151 65 0.430 0.457 4 2 2 143 eukaryoticEtranslationEinitiationEfactorE2EalphaEkinaseE4 ENST00000263791.5
Case#4'Baseline'WholeTumor POLR2M 15 57999140 Missense_Mutation C T p.L34F 84 36 0.429 0.455 4 2 2 72 polymeraseE(RNA)EIIE(DNAEdirected)EpolypeptideEM ENST00000299638.3
Case#4'Baseline'WholeTumor GRAMD2 15 72460887 Missense_Mutation G T p.N71K 104 51 0.490 0.521 4 2 2 102 GRAMEdomainEcontainingE2 ENST00000309731.7
Case#4'Baseline'WholeTumor ADAMTSL3 15 84683394 Missense_Mutation CC TT p.L1359F 211 93 0.441 0.468 4 2 2 186 ADAMTS'likeE3 ENST00000286744.5
Case#4'Baseline'WholeTumor TICRR 15 90152048 Nonsense_Mutation C T p.R913* 78 41 0.526 0.558 4 2 2 90 TOPBP1'interactingEcheckpointEandEreplicationEregulator ENST00000268138.7
Case#4'Baseline'WholeTumor MCTP2 15 94901781 Missense_Mutation G A p.G414D 234 103 0.440 0.467 4 2 2 211 multipleEC2Edomains,EtransmembraneE2 ENST00000357742.4
Case#4'Baseline'WholeTumor USP7 16 8993559 Missense_Mutation C A p.D789Y 133 63 0.474 0.503 4 2 2 105 ubiquitinEspecificEpeptidaseE7E(herpesEvirus'associated) ENST00000344836.4
Case#4'Baseline'WholeTumor SMG1 16 18879649 Missense_Mutation G A p.R1020C 591 214 0.362 0.384 4 3 1 521 SMG1EphosphatidylinositolE3'kinase'relatedEkinase ENST00000446231.2

Case#4'Baseline'WholeTumor ITGAL 16 30486653 Missense_Mutation G A p.G64E 55 30 0.545 0.579 4 2 2 43
integrin,EalphaELE(antigenECD11AE(p180),ElymphocyteEfunction'

associatedEantigenE1;EalphaEpolypeptide) ENST00000356798.6
Case#4'Baseline'WholeTumor SLC6A2 16 55733504 Missense_Mutation G A p.G510R 243 115 0.473 0.502 4 2 2 232 soluteEcarrierEfamilyE6E(neurotransmitterEtransporter),EmemberE2 ENST00000379906.2
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Case#4'Baseline'WholeTumor CDH8 16 61687811 Missense_Mutation T G p.K701Q 157 79 0.503 0.534 4 2 2 160 cadherinE8,EtypeE2 ENST00000577390.1

Case#4'Baseline'WholeTumor TSNAXIP1 16 67859956 Missense_Mutation GG AA p.R320Q 94 43 0.457 0.486 4 2 2 65 translin'associatedEfactorEXEinteractingEproteinE1 ENST00000388833.3

Case#4'Baseline'WholeTumor COG4 16 70515672 Missense_Mutation T C p.N701D 129 58 0.450 0.477 4 2 2 92 componentEofEoligomericEgolgiEcomplexE4 ENST00000323786.5

Case#4'Baseline'WholeTumor HYDIN 16 70942713 Missense_Mutation C T p.E2686K 77 31 0.403 0.427 4 2 2 81 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2

Case#4'Baseline'WholeTumor ZFHX3 16 72829347 Missense_Mutation C T p.E2412K 205 91 0.444 0.471 4 2 2 236 zincEfingerEhomeoboxE3 ENST00000268489.5

Case#4'Baseline'WholeTumor LDHD 16 75148750 Missense_Mutation CC TT p.R148Q 123 52 0.423 0.449 4 2 2 81 lactateEdehydrogenaseED ENST00000450168.2

Case#4'Baseline'WholeTumor CNTNAP4 16 76483672 Missense_Mutation C T p.H333Y 113 60 0.531 0.564 4 2 2 96 contactinEassociatedEprotein'likeE4 ENST00000476707.1

Case#4'Baseline'WholeTumor CDH13 16 83711861 Missense_Mutation G A p.E445K 115 49 0.426 0.452 4 2 2 108 cadherinE13 ENST00000566620.1

Case#4'Baseline'WholeTumor OSGIN1 16 83994638 Missense_Mutation C T p.P233L 53 19 0.358 0.381 4 2 2 51 oxidativeEstressEinducedEgrowthEinhibitorE1 ENST00000343939.2

Case#4'Baseline'WholeTumor ATP2C2 16 84482262 Missense_Mutation G A p.E543K 104 48 0.462 0.490 4 2 2 91 ATPase,ECa++Etransporting,EtypeE2C,EmemberE2 ENST00000262429.4

Case#4'Baseline'WholeTumor JPH3 16 87678017 Missense_Mutation C T p.P179L 62 32 0.516 0.548 4 2 2 28 junctophilinE3 ENST00000284262.2

Case#4'Baseline'WholeTumor RPL13 16 89628073 Missense_Mutation G A p.A112T 80 7 0.088 0.093 4 2 2 72 ribosomalEproteinEL13 ENST00000393099.3

Case#4'Baseline'WholeTumor RTN4RL1 17 1841037 Missense_Mutation G A p.R27W 73 5 0.068 0.074 3 2 1 61 reticulonE4Ereceptor'likeE1 ENST00000331238.6

Case#4'Baseline'WholeTumor RAP1GAP2 17 2898660 Missense_Mutation G A p.G315E 149 48 0.322 0.349 3 2 1 196 RAP1EGTPaseEactivatingEproteinE2 ENST00000254695.8

Case#4'Baseline'WholeTumor KIF1C 17 4904574 Missense_Mutation A G p.M81V 54 33 0.611 0.661 3 2 1 64 kinesinEfamilyEmemberE1C ENST00000320785.5

Case#4'Baseline'WholeTumor NLRP1 17 5487064 Missense_Mutation G A p.H72Y 68 28 0.412 0.446 3 2 1 76 NLREfamily,EpyrinEdomainEcontainingE1 ENST00000572272.1

Case#4'Baseline'WholeTumor PER1 17 8047180 Missense_Mutation G A p.P826S 21 6 0.286 0.309 3 2 1 25 periodEcircadianEclockE1 ENST00000317276.4

Case#4'Baseline'WholeTumor SHISA6 17 11461607 Missense_Mutation G A p.E497K 23 8 0.348 0.376 3 2 1 29 shisaEfamilyEmemberE6 ENST00000409168.3

Case#4'Baseline'WholeTumor MYOCD 17 12649264 Missense_Mutation C T p.P334S 90 52 0.578 0.625 3 2 1 124 myocardin ENST00000343344.4

Case#4'Baseline'WholeTumor MYO15A 17 18025233 Missense_Mutation C T p.P1040L 90 53 0.589 0.637 3 2 1 94 myosinEXVA ENST00000205890.5

Case#4'Baseline'WholeTumor CDRT15L2 17 20483109 Missense_Mutation G A p.G18E 118 35 0.297 0.321 3 2 1 137 CMT1AEduplicatedEregionEtranscriptE15'likeE2 ENST00000399044.1

Case#4'Baseline'WholeTumor TNFAIP1 17 26667468 Nonsense_Mutation CC TT p.Q114* 62 35 0.565 0.611 3 2 1 109 tumorEnecrosisEfactor,Ealpha'inducedEproteinE1E(endothelial) ENST00000226225.2

Case#4'Baseline'WholeTumor TAOK1 17 27822642 Missense_Mutation A T p.D299V 99 40 0.404 0.437 3 2 1 133 TAOEkinaseE1 ENST00000261716.3

Case#4'Baseline'WholeTumor GOSR1 17 28849280 Missense_Mutation C T p.P213S 99 31 0.313 0.339 3 2 1 123 golgiESNAPEreceptorEcomplexEmemberE1 ENST00000225724.5

Case#4'Baseline'WholeTumor ATAD5 17 29185321 Missense_Mutation C G p.S979C 104 34 0.327 0.354 3 2 1 149 ATPaseEfamily,EAAAEdomainEcontainingE5 ENST00000321990.4

Case#4'Baseline'WholeTumor KRTAP9'1 17 39346139 Splice_Site A G p.M1V 149 9 0.060 0.065 3 2 1 188 keratinEassociatedEproteinE9'1 ENST00000398470.1

Case#4'Baseline'WholeTumor COL1A1 17 48264079 Missense_Mutation G A p.R1246W 116 50 0.431 0.467 3 2 1 142 collagen,EtypeEI,EalphaE1 ENST00000225964.5

Case#4'Baseline'WholeTumor KIF2B 17 51900425 Missense_Mutation C T p.P11S 84 30 0.357 0.387 3 2 1 95 kinesinEfamilyEmemberE2B ENST00000268919.4

Case#4'Baseline'WholeTumor LPO 17 56329738 Missense_Mutation C T p.P326S 56 36 0.643 0.696 3 2 1 68 lactoperoxidase ENST00000262290.4

Case#4'Baseline'WholeTumor ACE 17 61556450 Missense_Mutation C T p.S167F 64 42 0.656 0.710 3 2 1 57 angiotensinEIEconvertingEenzyme ENST00000290866.4

Case#4'Baseline'WholeTumor ACE 17 61584653 Missense_Mutation G A p.G693E 78 16 0.205 0.222 3 2 1 90 angiotensinEIEconvertingEenzyme ENST00000577647.1

Case#4'Baseline'WholeTumor FTSJ3 17 61902413 Missense_Mutation G A p.P236S 61 36 0.590 0.639 3 2 1 110 FtsJEhomologE3E(E.Ecoli) ENST00000427159.2

Case#4'Baseline'WholeTumor CD300E 17 72613262 Missense_Mutation G A p.S128F 62 32 0.516 0.559 3 2 1 96 CD300eEmolecule ENST00000328630.3

Case#4'Baseline'WholeTumor ENTHD2 17 79207827 Missense_Mutation GG AA p.P110F 45 25 0.556 0.601 3 2 1 75 ENTHEdomainEcontainingE2 ENST00000300714.3

Case#4'Baseline'WholeTumor EMILIN2 18 2891737 Missense_Mutation G A p.E538K 67 14 0.209 0.226 3 2 1 68 elastinEmicrofibrilEinterfacerE2 ENST00000254528.3

Case#4'Baseline'WholeTumor PIEZO2 18 10800407 Missense_Mutation C T p.E436K 85 49 0.576 0.624 3 2 1 110 piezo'typeEmechanosensitiveEionEchannelEcomponentE2 ENST00000503781.3

Case#4'Baseline'WholeTumor NOL4 18 31709882 Missense_Mutation C T p.G123R 42 24 0.571 0.619 3 2 1 36 nucleolarEproteinE4 ENST00000261592.5

Case#4'Baseline'WholeTumor SETBP1 18 42531243 Missense_Mutation G A p.M646I 25 13 0.520 0.563 3 2 1 25 SETEbindingEproteinE1 ENST00000282030.5

Case#4'Baseline'WholeTumor PIAS2 18 44470629 Missense_Mutation G T p.P138Q 104 25 0.240 0.260 3 2 1 108 proteinEinhibitorEofEactivatedESTAT,E2 ENST00000585916.1

Case#4'Baseline'WholeTumor DYM 18 46784814 Missense_Mutation G A p.S434F 54 13 0.241 0.261 3 2 1 80 dymeclin ENST00000269445.6

Case#4'Baseline'WholeTumor MRO 18 48333099 Missense_Mutation GT AA p.T74F 117 35 0.299 0.324 3 2 1 102 maestro ENST00000428869.2

Case#4'Baseline'WholeTumor CDH20 18 59167645 Missense_Mutation G A p.D191N 122 67 0.549 0.594 3 2 1 142 cadherinE20,EtypeE2 ENST00000262717.4

Case#4'Baseline'WholeTumor STXBP2 19 7707710 Splice_Site G A 73 26 0.356 0.378 4 2 2 59 syntaxinEbindingEproteinE2 ENST00000221283.5

Case#4'Baseline'WholeTumor COL5A3 19 10103734 Missense_Mutation C T p.G587R 71 34 0.479 0.508 4 2 2 64 collagen,EtypeEV,EalphaE3 ENST00000264828.3

Case#4'Baseline'WholeTumor CD97 19 14507986 Nonsense_Mutation G A p.W192* 218 94 0.431 0.458 4 2 2 207 CD97Emolecule ENST00000242786.5

Case#4'Baseline'WholeTumor CALR3 19 16601198 Missense_Mutation G A p.S126L 109 52 0.477 0.507 4 2 2 50 calreticulinE3 ENST00000269881.3

Case#4'Baseline'WholeTumor SSBP4 19 18541675 Missense_Mutation G T p.V102F 129 60 0.465 0.494 4 2 2 129 singleEstrandedEDNAEbindingEproteinE4 ENST00000270061.7

Case#4'Baseline'WholeTumor SLC7A10 19 33700222 Missense_Mutation C T p.R478K 69 33 0.478 0.508 4 2 2 56

soluteEcarrierEfamilyE7E(neutralEaminoEacidEtransporterElightEchain,E

ascEsystem),EmemberE10 ENST00000253188.4

Case#4'Baseline'WholeTumor LGI4 19 35622939 Missense_Mutation C T p.E108K 77 32 0.416 0.441 4 2 2 69 leucine'richErepeatELGIEfamily,EmemberE4 ENST00000310123.3

Case#4'Baseline'WholeTumor CTD'2162K18.4 19 37266288 Splice_Site G T p.G45V 108 29 0.269 0.285 4 2 2 112 ENST00000590750.1

Case#4'Baseline'WholeTumor WDR87 19 38379375 Nonsense_Mutation T A p.R1607* 201 55 0.274 0.296 3 2 1 211 WDErepeatEdomainE87 ENST00000303868.5

Case#4'Baseline'WholeTumor FCGBP 19 40419960 Missense_Mutation C T p.D1012N 61 21 0.344 0.373 3 2 1 53 FcEfragmentEofEIgGEbindingEprotein ENST00000221347.6

Case#4'Baseline'WholeTumor ZNF284 19 44586178 Missense_Mutation C T p.S52F 114 49 0.430 0.465 3 2 1 157 zincEfingerEproteinE284 ENST00000421176.3

Case#4'Baseline'WholeTumor SLC8A2 19 47935658 Missense_Mutation G A p.P719S 52 29 0.558 0.604 3 2 1 39 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE2 ENST00000236877.6

Case#4'Baseline'WholeTumor PPP1R15A 19 49377424 Missense_Mutation G A p.G312S 68 7 0.103 0.111 3 2 1 41 proteinEphosphataseE1,EregulatoryEsubunitE15A ENST00000200453.5

Case#4'Baseline'WholeTumor PPP1R15A 19 49377436 Missense_Mutation G C p.A316P 77 8 0.104 0.112 3 2 1 41 proteinEphosphataseE1,EregulatoryEsubunitE15A ENST00000200453.5

Case#4'Baseline'WholeTumor NR1H2 19 50885729 Missense_Mutation C T p.P418L 16 3 0.188 0.203 3 2 1 31 nuclearEreceptorEsubfamilyE1,EgroupEH,EmemberE2 ENST00000253727.5

Case#4'Baseline'WholeTumor VN1R4 19 53770381 Missense_Mutation G T p.R180S 372 77 0.207 0.224 3 2 1 352 vomeronasalE1EreceptorE4 ENST00000311170.4

Case#4'Baseline'WholeTumor LILRA4 19 54848929 Missense_Mutation G A p.P232S 96 54 0.563 0.609 3 2 1 103

leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE4 ENST00000291759.4

Case#4'Baseline'WholeTumor PEG3 19 57327232 Missense_Mutation C T p.E860K 85 34 0.400 0.433 3 2 1 96 paternallyEexpressedE3 ENST00000326441.9

Case#4'Baseline'WholeTumor SLC27A5 19 59010979 Missense_Mutation T G p.E516A 77 31 0.403 0.436 3 2 1 92 soluteEcarrierEfamilyE27E(fattyEacidEtransporter),EmemberE5 ENST00000263093.2

Case#4'Baseline'WholeTumor KCNF1 2 11053119 Missense_Mutation C G p.F189L 106 63 0.594 0.643 3 2 1 129 potassiumEvoltage'gatedEchannel,EsubfamilyEF,EmemberE1 ENST00000295082.1

Case#4'Baseline'WholeTumor C2orf44 2 24261224 Nonsense_Mutation G A p.R381* 95 31 0.326 0.353 3 2 1 113 chromosomeE2EopenEreadingEframeE44 ENST00000295148.4

Case#4'Baseline'WholeTumor C2orf16 2 27800620 Missense_Mutation G A p.G394E 63 16 0.254 0.275 3 2 1 92 chromosomeE2EopenEreadingEframeE16 ENST00000408964.2

Case#4'Baseline'WholeTumor XDH 2 31588406 Missense_Mutation C A p.G821C 34 9 0.265 0.287 3 2 1 63 xanthineEdehydrogenase ENST00000379416.3

Case#4'Baseline'WholeTumor LTBP1 2 33585726 Missense_Mutation G A p.D1355N 53 43 0.811 0.878 3 2 1 81 latentEtransformingEgrowthEfactorEbetaEbindingEproteinE1 ENST00000404816.2

Case#4'Baseline'WholeTumor LTBP1 2 33589369 Missense_Mutation C T p.P1496S 142 40 0.282 0.305 3 2 1 168 latentEtransformingEgrowthEfactorEbetaEbindingEproteinE1 ENST00000404816.2

Case#4'Baseline'WholeTumor GKN1 2 69201798 Missense_Mutation C T p.R11C 116 39 0.336 0.364 3 2 1 161 gastrokineE1 ENST00000377938.2

Case#4'Baseline'WholeTumor RETSAT 2 85571180 Missense_Mutation G A p.S492F 156 51 0.327 0.354 3 2 1 173 retinolEsaturaseE(all'trans'retinolE13,14'reductase) ENST00000295802.4

Case#4'Baseline'WholeTumor RGPD2 2 88125212 Missense_Mutation C G p.A13P 89 5 0.056 0.061 3 2 1 94 RANBP2'likeEandEGRIPEdomainEcontainingE2 ENST00000398146.3

Case#4'Baseline'WholeTumor SNRNP200 2 96952860 Missense_Mutation G A p.H1175Y 84 50 0.595 0.644 3 2 1 135 smallEnuclearEribonucleoproteinE200kDaE(U5) ENST00000323853.5

Case#4'Baseline'WholeTumor SLC9A2 2 103299820 Missense_Mutation G A p.V369I 126 79 0.627 0.679 3 2 1 116

soluteEcarrierEfamilyE9,EsubfamilyEAE(NHE2,EcationEprotonE

antiporterE2),EmemberE2 ENST00000233969.2

Case#4'Baseline'WholeTumor FHL2 2 105990066 Missense_Mutation G A p.S94F 127 30 0.236 0.256 3 2 1 131 fourEandEaEhalfELIMEdomainsE2 ENST00000409807.1

Case#4'Baseline'WholeTumor RGPD3 2 107041320 Missense_Mutation C T p.D1035N 629 122 0.194 0.210 3 2 1 724 RANBP2'likeEandEGRIPEdomainEcontainingE3 ENST00000409886.3

Case#4'Baseline'WholeTumor SLC5A7 2 108622595 Missense_Mutation G A p.A278T 91 29 0.319 0.345 3 2 1 107 soluteEcarrierEfamilyE5E(sodium/cholineEcotransporter),EmemberE7 ENST00000264047.2

Case#4'Baseline'WholeTumor RGPD8 2 113190990 Nonsense_Mutation G T p.S14* 56 6 0.107 0.116 3 2 1 76 RANBP2'likeEandEGRIPEdomainEcontainingE8 ENST00000302558.3

Case#4'Baseline'WholeTumor NT5DC4 2 113480696 Missense_Mutation C T p.S163F 79 46 0.582 0.630 3 2 1 84 5''nucleotidaseEdomainEcontainingE4 ENST00000327581.4

Case#4'Baseline'WholeTumor MCM6 2 136609000 Missense_Mutation G A p.A630V 72 24 0.333 0.361 3 2 1 105 minichromosomeEmaintenanceEcomplexEcomponentE6 ENST00000264156.2

Case#4'Baseline'WholeTumor LRP1B 2 141986902 Missense_Mutation C T p.E234K 82 42 0.512 0.554 3 2 1 116 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3

Case#4'Baseline'WholeTumor KCNJ3 2 155711406 Missense_Mutation G A p.E363K 136 54 0.397 0.430 3 2 1 118 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE3 ENST00000295101.2

Case#4'Baseline'WholeTumor FASTKD1 2 170419831 Missense_Mutation G A p.S159F 61 14 0.230 0.248 3 2 1 69 FASTEkinaseEdomainsE1 ENST00000453153.2

Case#4'Baseline'WholeTumor TTN 2 179413763 Missense_Mutation C T p.D29223N 184 55 0.299 0.324 3 2 1 195 titin ENST00000591111.1

 55 



Case#4'Baseline'WholeTumor ZNF804A 2 185801210 Missense_Mutation C T p.L363F 67 24 0.358 0.388 3 2 1 76 zincEfingerEproteinE804A ENST00000302277.6
Case#4'Baseline'WholeTumor COL3A1 2 189849494 Missense_Mutation G A p.G30R 88 55 0.625 0.676 3 2 1 104 collagen,EtypeEIII,EalphaE1 ENST00000304636.3
Case#4'Baseline'WholeTumor COL5A2 2 189916185 Missense_Mutation G A p.P931L 68 42 0.618 0.669 3 2 1 91 collagen,EtypeEV,EalphaE2 ENST00000374866.3
Case#4'Baseline'WholeTumor SLC39A10 2 196548592 Missense_Mutation A G p.N393S 68 44 0.647 0.700 3 2 1 98 soluteEcarrierEfamilyE39E(zincEtransporter),EmemberE10 ENST00000409086.3
Case#4'Baseline'WholeTumor HECW2 2 197297876 Nonsense_Mutation C T p.W91* 94 48 0.511 0.553 3 2 1 120 HECT,EC2EandEWWEdomainEcontainingEE3EubiquitinEproteinEligaseE2 ENST00000260983.3
Case#4'Baseline'WholeTumor SPATS2L 2 201342647 Missense_Mutation C T p.R524W 109 64 0.587 0.636 3 2 1 111 spermatogenesisEassociated,Eserine'richE2'like ENST00000358677.5
Case#4'Baseline'WholeTumor PTH2R 2 209309571 Missense_Mutation C T p.S271L 136 8 0.059 0.064 3 2 1 145 parathyroidEhormoneE2Ereceptor ENST00000272847.2
Case#4'Baseline'WholeTumor ABCA12 2 215910594 Missense_Mutation C T p.S280N 63 18 0.286 0.309 3 2 1 83 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE12 ENST00000272895.7
Case#4'Baseline'WholeTumor TNS1 2 218669225 Missense_Mutation T C p.N1722S 68 7 0.103 0.111 3 2 1 80 tensinE1 ENST00000171887.4
Case#4'Baseline'WholeTumor PLCD4 2 219486254 Missense_Mutation G C p.E158Q 236 78 0.331 0.358 3 2 1 259 phospholipaseEC,EdeltaE4 ENST00000450993.2
Case#4'Baseline'WholeTumor COL4A3 2 228137815 Missense_Mutation G A p.G637R 39 21 0.538 0.583 3 2 1 29 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3
Case#4'Baseline'WholeTumor SPHKAP 2 228882374 Missense_Mutation G A p.R1066W 40 12 0.300 0.325 3 2 1 56 SPHK1Einteractor,EAKAPEdomainEcontaining ENST00000392056.3
Case#4'Baseline'WholeTumor ALPP 2 233244930 Missense_Mutation G C p.R231P 183 17 0.093 0.101 3 2 1 149 alkalineEphosphatase,Eplacental ENST00000392027.2
Case#4'Baseline'WholeTumor LRRFIP1 2 238668783 Missense_Mutation A G p.Q275R 136 8 0.059 0.064 3 2 1 153 leucineErichErepeatE(inEFLII)EinteractingEproteinE1 ENST00000392000.4
Case#4'Baseline'WholeTumor SIRPG 20 1629760 Missense_Mutation C T p.R123Q 407 179 0.440 0.476 3 2 1 406 signal'regulatoryEproteinEgamma ENST00000303415.3
Case#4'Baseline'WholeTumor PTPRA 20 2985771 Nonsense_Mutation C T p.R261* 233 93 0.399 0.424 4 2 2 235 proteinEtyrosineEphosphatase,EreceptorEtype,EA ENST00000216877.6
Case#4'Baseline'WholeTumor PTPRT 20 41408885 Missense_Mutation C T p.E181K 166 61 0.367 0.390 4 2 2 147 proteinEtyrosineEphosphatase,EreceptorEtype,ET ENST00000373187.1
Case#4'Baseline'WholeTumor WFDC12 20 43752816 Missense_Mutation C T p.G57E 85 36 0.424 0.450 4 2 2 89 WAPEfour'disulfideEcoreEdomainE12 ENST00000372785.3

Case#4'Baseline'WholeTumor SLC12A5 20 44663604 Missense_Mutation G A p.E47K 223 84 0.377 0.400 4 2 2 229
soluteEcarrierEfamilyE12E(potassium/chlorideEtransporter),EmemberE

5 ENST00000454036.2
Case#4'Baseline'WholeTumor SULF2 20 46307419 Splice_Site C T 83 39 0.470 0.499 4 2 2 72 sulfataseE2 ENST00000359930.4
Case#4'Baseline'WholeTumor CSE1L 20 47688977 Missense_Mutation T G p.V308G 153 57 0.373 0.396 4 2 2 133 CSE1EchromosomeEsegregationE1'likeE(yeast) ENST00000262982.2
Case#4'Baseline'WholeTumor TSHZ2 20 51872411 Missense_Mutation C T p.A805V 95 50 0.526 0.559 4 2 2 70 teashirtEzincEfingerEhomeoboxE2 ENST00000371497.5
Case#4'Baseline'WholeTumor EDN3 20 57876722 Missense_Mutation G A p.D104N 123 53 0.431 0.458 4 2 2 120 endothelinE3 ENST00000337938.2
Case#4'Baseline'WholeTumor CDH26 20 58562571 Nonsense_Mutation C T p.R301* 105 46 0.438 0.465 4 2 2 89 cadherinE26 ENST00000244047.5
Case#4'Baseline'WholeTumor ZNF512B 20 62595699 Missense_Mutation G A p.S436F 88 39 0.443 0.471 4 2 2 73 zincEfingerEproteinE512B ENST00000450537.1
Case#4'Baseline'WholeTumor DOPEY2 21 37603196 Missense_Mutation C T p.S705F 86 5 0.058 0.062 4 2 2 102 dopeyEfamilyEmemberE2 ENST00000399151.3
Case#4'Baseline'WholeTumor TXNRD2 22 19907099 Missense_Mutation C A p.A66S 103 8 0.078 0.082 4 2 2 73 thioredoxinEreductaseE2 ENST00000400521.1
Case#4'Baseline'WholeTumor IL2RB 22 37524258 Missense_Mutation G A p.P512S 70 31 0.443 0.470 4 2 2 54 interleukinE2Ereceptor,Ebeta ENST00000216223.5
Case#4'Baseline'WholeTumor ITPR1 3 4725411 Missense_Mutation G A p.V1128M 92 31 0.337 0.365 3 2 1 101 inositolE1,4,5'trisphosphateEreceptor,EtypeE1 ENST00000443694.2
Case#4'Baseline'WholeTumor GRM7 3 7456752 Missense_Mutation G A p.R359K 107 41 0.383 0.415 3 2 1 132 glutamateEreceptor,EmetabotropicE7 ENST00000357716.4
Case#4'Baseline'WholeTumor FANCD2OS 3 10146268 Missense_Mutation A G p.L64P 186 12 0.065 0.070 3 2 1 191 FANCD2EoppositeEstrand ENST00000450660.2
Case#4'Baseline'WholeTumor IRAK2 3 10251282 Missense_Mutation C T p.P145L 41 8 0.195 0.211 3 2 1 43 interleukin'1Ereceptor'associatedEkinaseE2 ENST00000256458.4
Case#4'Baseline'WholeTumor RFTN1 3 16399542 Missense_Mutation C T p.G348D 52 40 0.769 0.833 3 2 1 64 raftlin,ElipidEraftElinkerE1 ENST00000334133.4
Case#4'Baseline'WholeTumor SCN5A 3 38674744 Missense_Mutation C T p.E19K 64 37 0.578 0.626 3 2 1 80 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4
Case#4'Baseline'WholeTumor SCN10A 3 38751016 Missense_Mutation G A p.L1412F 119 77 0.647 0.700 3 2 1 155 sodiumEchannel,Evoltage'gated,EtypeEX,EalphaEsubunit ENST00000449082.2
Case#4'Baseline'WholeTumor SCN11A 3 38888372 Missense_Mutation C T p.R1730K 236 129 0.547 0.592 3 2 1 304 sodiumEchannel,Evoltage'gated,EtypeEXI,EalphaEsubunit ENST00000302328.3
Case#4'Baseline'WholeTumor MYRIP 3 40291738 Missense_Mutation C T p.S763L 96 35 0.365 0.395 3 2 1 118 myosinEVIIAEandERabEinteractingEprotein ENST00000302541.6
Case#4'Baseline'WholeTumor FAM198A 3 43074665 Missense_Mutation T C p.S304P 54 18 0.333 0.361 3 2 1 62 familyEwithEsequenceEsimilarityE198,EmemberEA ENST00000430121.2
Case#4'Baseline'WholeTumor FLNB 3 58118606 Missense_Mutation G A p.E1488K 118 38 0.322 0.349 3 2 1 147 filaminEB,Ebeta ENST00000295956.4
Case#4'Baseline'WholeTumor FLNB 3 58133951 Missense_Mutation C T p.S1916F 97 26 0.268 0.290 3 2 1 91 filaminEB,Ebeta ENST00000295956.4
Case#4'Baseline'WholeTumor UBA3 3 69120709 Missense_Mutation A C p.N108K 84 22 0.262 0.283 3 2 1 73 ubiquitin'likeEmodifierEactivatingEenzymeE3 ENST00000361055.4
Case#4'Baseline'WholeTumor ROBO2 3 77571939 Missense_Mutation G A p.D274N 64 19 0.297 0.321 3 2 1 87 roundabout,EaxonEguidanceEreceptor,EhomologE2E(Drosophila) ENST00000461745.1
Case#4'Baseline'WholeTumor CD96 3 111319630 Missense_Mutation C G p.S335C 71 24 0.338 0.366 3 2 1 73 CD96Emolecule ENST00000283285.5
Case#4'Baseline'WholeTumor ZDHHC23 3 113673125 Missense_Mutation A G p.K247R 69 4 0.058 0.063 3 2 1 88 zincEfinger,EDHHC'typeEcontainingE23 ENST00000330212.3
Case#4'Baseline'WholeTumor DRD3 3 113858514 Missense_Mutation G A p.P186S 59 34 0.576 0.624 3 2 1 54 dopamineEreceptorED3 ENST00000460779.1
Case#4'Baseline'WholeTumor COL6A6 3 130289826 Missense_Mutation G A p.D856N 91 59 0.648 0.702 3 2 1 100 collagen,EtypeEVI,EalphaE6 ENST00000358511.6
Case#4'Baseline'WholeTumor PRR23B 3 138739020 Missense_Mutation C T p.E162K 76 50 0.658 0.712 3 2 1 74 prolineErichE23B ENST00000329447.5
Case#4'Baseline'WholeTumor CLSTN2 3 140140069 Missense_Mutation C T p.T247I 204 126 0.618 0.669 3 2 1 253 calsynteninE2 ENST00000458420.3
Case#4'Baseline'WholeTumor PLS1 3 142408605 Missense_Mutation C T p.P376L 70 23 0.329 0.356 3 2 1 90 plastinE1 ENST00000337777.3
Case#4'Baseline'WholeTumor MECOM 3 168834174 Missense_Mutation G A p.P308S 141 41 0.291 0.315 3 2 1 165 MDS1EandEEVI1EcomplexElocus ENST00000464456.1
Case#4'Baseline'WholeTumor LRRIQ4 3 169540280 Missense_Mutation G A p.E191K 95 32 0.337 0.365 3 2 1 121 leucine'richErepeatsEandEIQEmotifEcontainingE4 ENST00000340806.6
Case#4'Baseline'WholeTumor LIPH 3 185237097 Splice_Site C T p.G240E 50 30 0.600 0.649 3 2 1 55 lipase,EmemberEH ENST00000296252.4
Case#4'Baseline'WholeTumor TP63 3 189585721 Missense_Mutation G A p.E328K 90 27 0.300 0.325 3 2 1 105 tumorEproteinEp63 ENST00000264731.3
Case#4'Baseline'WholeTumor DLG1 3 196786775 Missense_Mutation G A p.S834F 70 21 0.300 0.325 3 2 1 87 discs,ElargeEhomologE1E(Drosophila) ENST00000419354.1
Case#4'Baseline'WholeTumor ERVMER34'1 4 53610260 Nonsense_Mutation CC TT p.W476* 171 97 0.567 0.602 4 2 2 49 endogenousEretrovirusEgroupEMER34,EmemberE1 ENST00000443173.1
Case#4'Baseline'WholeTumor SULT1E1 4 70723251 Missense_Mutation C T p.D38N 131 54 0.412 0.438 4 2 2 135 sulfotransferaseEfamilyE1E,Eestrogen'preferring,EmemberE1 ENST00000226444.3
Case#4'Baseline'WholeTumor SDAD1 4 76877139 Nonsense_Mutation G A p.R669* 191 81 0.424 0.450 4 2 2 175 SDA1EdomainEcontainingE1 ENST00000356260.5
Case#4'Baseline'WholeTumor ADH7 4 100341946 Missense_Mutation T G p.K202T 99 46 0.465 0.493 4 2 2 76 alcoholEdehydrogenaseE7E(classEIV),EmuEorEsigmaEpolypeptide ENST00000209665.4
Case#4'Baseline'WholeTumor DNAJB14 4 100827712 Nonsense_Mutation G A p.R232* 128 56 0.438 0.465 4 2 2 139 DnaJE(Hsp40)Ehomolog,EsubfamilyEB,EmemberE14 ENST00000442697.2
Case#4'Baseline'WholeTumor TET2 4 106197130 Missense_Mutation T G p.D1821E 56 34 0.607 0.645 4 2 2 60 tetEmethylcytosineEdioxygenaseE2 ENST00000540549.1
Case#4'Baseline'WholeTumor NDST4 4 115750954 Missense_Mutation CC TT p.830_831MD>IN 78 31 0.397 0.422 4 2 2 90 N'deacetylase/N'sulfotransferaseE(heparanEglucosaminyl)E4 ENST00000264363.2
Case#4'Baseline'WholeTumor NR3C2 4 149041348 Missense_Mutation C T p.E868K 70 38 0.543 0.576 4 2 2 65 nuclearEreceptorEsubfamilyE3,EgroupEC,EmemberE2 ENST00000358102.3
Case#4'Baseline'WholeTumor AADAT 4 170983060 Missense_Mutation G A p.P407S 75 42 0.560 0.595 4 2 2 68 aminoadipateEaminotransferase ENST00000337664.4
Case#4'Baseline'WholeTumor TENM3 4 183696244 Missense_Mutation G A p.E1748K 105 50 0.476 0.506 4 2 2 78 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#4'Baseline'WholeTumor TENM3 4 183710475 Missense_Mutation G A p.G1845E 154 68 0.442 0.469 4 2 2 136 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#4'Baseline'WholeTumor KIAA0947 5 5464375 Missense_Mutation C T p.P1643L 70 26 0.371 0.402 3 2 1 71 ENST00000296564.7
Case#4'Baseline'WholeTumor PRDM9 5 23526641 Missense_Mutation G A p.G482R 145 85 0.586 0.635 3 2 1 179 PREdomainEcontainingE9 ENST00000296682.3
Case#4'Baseline'WholeTumor NIPBL 5 37014813 Missense_Mutation C T p.S1530F 32 7 0.219 0.237 3 2 1 51 Nipped'BEhomologE(Drosophila) ENST00000282516.8
Case#4'Baseline'WholeTumor DDX4 5 55077770 Missense_Mutation G A p.D196N 101 31 0.307 0.332 3 2 1 139 DEADE(Asp'Glu'Ala'Asp)EboxEpolypeptideE4 ENST00000505374.1
Case#4'Baseline'WholeTumor ANKRA2 5 72858439 Missense_Mutation C T p.V90M 87 59 0.678 0.734 3 2 1 114 ankyrinErepeat,EfamilyEAE(RFXANK'like),E2 ENST00000296785.3
Case#4'Baseline'WholeTumor IQGAP2 5 75866423 Nonsense_Mutation C T p.R108* 199 122 0.613 0.664 3 2 1 236 IQEmotifEcontainingEGTPaseEactivatingEproteinE2 ENST00000274364.6
Case#4'Baseline'WholeTumor PCSK1 5 95729001 Missense_Mutation C T p.D656N 116 40 0.345 0.373 3 2 1 136 proproteinEconvertaseEsubtilisin/kexinEtypeE1 ENST00000311106.3
Case#4'Baseline'WholeTumor PCDHA10 5 140237666 Missense_Mutation C T p.S678L 158 48 0.304 0.329 3 2 1 174 protocadherinEalphaE10 ENST00000307360.5
Case#4'Baseline'WholeTumor PCDHB5 5 140515210 Missense_Mutation G A p.R65Q 48 30 0.625 0.676 3 2 1 53 protocadherinEbetaE5 ENST00000231134.5
Case#4'Baseline'WholeTumor PCDHB6 5 140530818 Missense_Mutation G A p.G327E 96 47 0.490 0.530 3 2 1 133 protocadherinEbetaE6 ENST00000231136.1
Case#4'Baseline'WholeTumor PCDHGA10 5 140795122 Missense_Mutation C T p.P794S 186 65 0.349 0.378 3 2 1 203 protocadherinEgammaEsubfamilyEA,E10 ENST00000398610.2
Case#4'Baseline'WholeTumor GABRP 5 170222377 Missense_Mutation G A p.G136R 86 20 0.233 0.252 3 2 1 78 gamma'aminobutyricEacidE(GABA)EAEreceptor,Epi ENST00000518525.1
Case#4'Baseline'WholeTumor F13A1 6 6224978 Missense_Mutation C A p.S305I 247 83 0.336 0.348 7 5 2 139 coagulationEfactorEXIII,EA1Epolypeptide ENST00000264870.3
Case#4'Baseline'WholeTumor HIVEP1 6 12121325 Missense_Mutation CC TT p.P433F 157 19 0.121 0.125 7 5 2 106 humanEimmunodeficiencyEvirusEtypeEIEenhancerEbindingEproteinE1 ENST00000379388.2
Case#4'Baseline'WholeTumor ANKS1A 6 34951202 Splice_Site GG AA p.G338K 145 43 0.297 0.307 7 5 2 79 ankyrinErepeatEandEsterileEalphaEmotifEdomainEcontainingE1A ENST00000360359.3
Case#4'Baseline'WholeTumor FAM83B 6 54735423 Missense_Mutation C T p.P127S 115 30 0.261 0.270 7 5 2 52 familyEwithEsequenceEsimilarityE83,EmemberEB ENST00000306858.7
Case#4'Baseline'WholeTumor FAM83B 6 54806267 Missense_Mutation C G p.S833C 134 23 0.172 0.178 7 5 2 90 familyEwithEsequenceEsimilarityE83,EmemberEB ENST00000306858.7
Case#4'Baseline'WholeTumor GFRAL 6 55196568 Nonsense_Mutation T G p.Y26* 256 32 0.125 0.129 7 5 2 127 GDNFEfamilyEreceptorEalphaElike ENST00000340465.2
Case#4'Baseline'WholeTumor GFRAL 6 55198740 Missense_Mutation C T p.S105L 190 121 0.637 0.659 7 5 2 107 GDNFEfamilyEreceptorEalphaElike ENST00000340465.2
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Case#4'Baseline'WholeTumor DST 6 56422239 Missense_Mutation G T p.Q4629K 338 195 0.577 0.597 7 5 2 198 dystonin ENST00000361203.3

Case#4'Baseline'WholeTumor PRIM2 6 57512471 Splice_Site G A 305 45 0.148 0.155 5 3 2 324 primase,EDNA,EpolypeptideE2E(58kDa) ENST00000389488.2

Case#4'Baseline'WholeTumor THEMIS 6 128135008 Missense_Mutation C T p.D260N 56 51 0.911 1.023 2 2 0 85 thymocyteEselectionEassociated ENST00000368248.2

Case#4'Baseline'WholeTumor PTPRK 6 128326312 Missense_Mutation C T p.R803Q 77 73 0.948 1.065 2 2 0 120 proteinEtyrosineEphosphatase,EreceptorEtype,EK ENST00000368215.3

Case#4'Baseline'WholeTumor GPR146 7 1097183 Missense_Mutation G A p.G11E 107 11 0.103 0.116 2 1 1 180 GEprotein'coupledEreceptorE146 ENST00000397095.1

Case#4'Baseline'WholeTumor HDAC9 7 18788735 Missense_Mutation G A p.E670K 57 26 0.456 0.513 2 1 1 106 histoneEdeacetylaseE9 ENST00000432645.2

Case#4'Baseline'WholeTumor HDAC9 7 18993787 Missense_Mutation G A p.D983N 38 17 0.447 0.503 2 1 1 69 histoneEdeacetylaseE9 ENST00000432645.2

Case#4'Baseline'WholeTumor ABCB5 7 20795083 Missense_Mutation G A p.G1204R 38 16 0.421 0.473 2 1 1 55 ATP'bindingEcassette,Esub'familyEBE(MDR/TAP),EmemberE5 ENST00000404938.2

Case#4'Baseline'WholeTumor CPVL 7 29160604 Missense_Mutation C T p.R25H 59 5 0.085 0.095 2 1 1 107 carboxypeptidase,Evitellogenic'like ENST00000409850.1

Case#4'Baseline'WholeTumor SPDYE1 7 44047066 Missense_Mutation T C p.C278R 280 25 0.089 0.100 2 1 1 434 speedy/RINGOEcellEcycleEregulatorEfamilyEmemberEE1 ENST00000258704.3

Case#4'Baseline'WholeTumor C7orf72 7 50180972 Missense_Mutation C T p.T358I 45 6 0.133 0.150 2 1 1 47 chromosomeE7EopenEreadingEframeE72 ENST00000297001.6

Case#4'Baseline'WholeTumor STYXL1 7 75633078 Missense_Mutation A G p.I232T 37 18 0.486 0.547 2 1 1 64 serine/threonine/tyrosineEinteracting'likeE1 ENST00000248600.1

Case#4'Baseline'WholeTumor PCLO 7 82581909 Missense_Mutation G A p.P2787L 142 52 0.366 0.411 2 1 1 220 piccoloEpresynapticEcytomatrixEprotein ENST00000333891.9

Case#4'Baseline'WholeTumor TECPR1 7 97866139 Missense_Mutation G A p.A377V 38 11 0.289 0.325 2 1 1 79 tectoninEbeta'propellerErepeatEcontainingE1 ENST00000447648.2

Case#4'Baseline'WholeTumor BRAF 7 140453135 Missense_Mutation CA TT p.V600E 48 16 0.333 0.375 2 1 1 84 B'RafEproto'oncogene,Eserine/threonineEkinase ENST00000288602.6

Case#4'Baseline'WholeTumor CLEC5A 7 141635733 Missense_Mutation C T p.E76K 85 33 0.388 0.436 2 1 1 130 C'typeElectinEdomainEfamilyE5,EmemberEA ENST00000546910.1

Case#4'Baseline'WholeTumor MGAM 7 141750519 Missense_Mutation C T p.S887L 59 23 0.390 0.438 2 1 1 132 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2

Case#4'Baseline'WholeTumor RP11'1220K2.2 7 141889282 Nonsense_Mutation G A p.W1441* 92 38 0.413 0.464 2 1 1 167 ENST00000477922.3

Case#4'Baseline'WholeTumor OR6B1 7 143701367 Missense_Mutation C T p.S93F 148 70 0.473 0.531 2 1 1 246 olfactoryEreceptor,EfamilyE6,EsubfamilyEB,EmemberE1 ENST00000408922.2

Case#4'Baseline'WholeTumor MYOM2 8 2077195 Missense_Mutation G A p.E1259K 77 22 0.286 0.309 3 2 1 90 myomesinE2 ENST00000262113.4

Case#4'Baseline'WholeTumor CSMD1 8 3263699 Nonsense_Mutation C A p.G707* 51 19 0.373 0.403 3 2 1 66 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1

Case#4'Baseline'WholeTumor ZNF705G 8 7215569 Missense_Mutation G A p.H278Y 627 187 0.298 0.323 3 2 1 727 zincEfingerEproteinE705G ENST00000400156.4

Case#4'Baseline'WholeTumor FZD3 8 28385409 Missense_Mutation C T p.P378S 143 97 0.678 0.734 3 2 1 217 frizzledEclassEreceptorE3 ENST00000240093.3

Case#4'Baseline'WholeTumor DUSP4 8 29195991 Missense_Mutation G A p.L203F 76 48 0.632 0.684 3 2 1 103 dualEspecificityEphosphataseE4 ENST00000240100.2

Case#4'Baseline'WholeTumor C8orf86 8 38370002 Missense_Mutation G A p.P192L 99 30 0.303 0.328 3 2 1 129 chromosomeE8EopenEreadingEframeE86 ENST00000358138.1

Case#4'Baseline'WholeTumor TACC1 8 38684765 Missense_Mutation C T p.S511F 155 107 0.690 0.747 3 2 1 136 transforming,EacidicEcoiled'coilEcontainingEproteinE1 ENST00000317827.4

Case#4'Baseline'WholeTumor ZMAT4 8 40532391 Missense_Mutation G A p.P137S 76 45 0.592 0.641 3 2 1 87 zincEfinger,Ematrin'typeE4 ENST00000297737.6

Case#4'Baseline'WholeTumor ANK1 8 41573301 Missense_Mutation C T p.E491K 97 63 0.649 0.703 3 2 1 122 ankyrinE1,Eerythrocytic ENST00000347528.4

Case#4'Baseline'WholeTumor HOOK3 8 42841811 Missense_Mutation C T p.R469C 86 28 0.326 0.352 3 2 1 117 hookEmicrotubule'tetheringEproteinE3 ENST00000307602.4

Case#4'Baseline'WholeTumor SNTG1 8 51415354 Missense_Mutation A T p.N127I 33 18 0.545 0.590 3 2 1 31 syntrophin,EgammaE1 ENST00000522124.1

Case#4'Baseline'WholeTumor PXDNL 8 52320757 Nonsense_Mutation G A p.Q1143* 77 43 0.558 0.604 3 2 1 93 peroxidasinEhomologE(Drosophila)'like ENST00000356297.4

Case#4'Baseline'WholeTumor NKAIN3 8 63492222 Missense_Mutation G A p.R60Q 105 65 0.619 0.670 3 2 1 135 Na+/K+EtransportingEATPaseEinteractingE3 ENST00000523211.1

Case#4'Baseline'WholeTumor MCMDC2 8 67789615 Missense_Mutation C T p.P106L 84 39 0.464 0.503 3 2 1 116 minichromosomeEmaintenanceEdomainEcontainingE2 ENST00000422365.2

Case#4'Baseline'WholeTumor FABP4 8 82392716 Missense_Mutation G A p.S64F 81 21 0.259 0.281 3 2 1 66 fattyEacidEbindingEproteinE4,Eadipocyte ENST00000256104.4

Case#4'Baseline'WholeTumor LRRCC1 8 86049698 Splice_Site G A 72 18 0.250 0.271 3 2 1 69 leucineErichErepeatEandEcoiled'coilEcentrosomalEproteinE1 ENST00000360375.3

Case#4'Baseline'WholeTumor SLC7A13 8 87226860 Missense_Mutation G A p.P399S 80 23 0.288 0.311 3 2 1 71

soluteEcarrierEfamilyE7E(anionicEaminoEacidEtransporter),EmemberE

13 ENST00000297524.3

Case#4'Baseline'WholeTumor CNGB3 8 87645012 Missense_Mutation C T p.G430R 77 53 0.688 0.745 3 2 1 114 cyclicEnucleotideEgatedEchannelEbetaE3 ENST00000320005.5

Case#4'Baseline'WholeTumor SYBU 8 110587514 Missense_Mutation G A p.A538V 71 16 0.225 0.244 3 2 1 62 syntabulinE(syntaxin'interacting) ENST00000422135.1

Case#4'Baseline'WholeTumor FAM84B 8 127569041 Missense_Mutation C G p.W198C 58 16 0.276 0.299 3 2 1 73 familyEwithEsequenceEsimilarityE84,EmemberEB ENST00000304916.3

Case#4'Baseline'WholeTumor POU5F1B 8 128428150 Missense_Mutation CC TT p.P14S 87 57 0.655 0.709 3 2 1 76 POUEclassE5EhomeoboxE1B ENST00000465342.2

Case#4'Baseline'WholeTumor ASAP1 8 131130447 Nonsense_Mutation G A p.Q614* 58 35 0.603 0.653 3 2 1 72 ArfGAPEwithESH3Edomain,EankyrinErepeatEandEPHEdomainE1 ENST00000518721.1

Case#4'Baseline'WholeTumor EEF1D 8 144663474 Missense_Mutation C T p.G72S 40 8 0.200 0.216 3 2 1 51

eukaryoticEtranslationEelongationEfactorE1EdeltaE(guanineE

nucleotideEexchangeEprotein) ENST00000529272.1

Case#4'Baseline'WholeTumor EPPK1 8 144940260 Missense_Mutation C T p.D2388N 206 11 0.053 0.058 3 2 1 132 epiplakinE1 ENST00000525985.1

Case#4'Baseline'WholeTumor SCRT1 8 145559810 Nonsense_Mutation T A p.K8* 36 28 0.778 0.842 3 2 1 42 scratchEfamilyEzincEfingerE1 ENST00000332135.4

Case#4'Baseline'WholeTumor SLC39A4 8 145639726 Missense_Mutation T C p.T357A 111 9 0.081 0.088 3 2 1 118 soluteEcarrierEfamilyE39E(zincEtransporter),EmemberE4 ENST00000301305.3

Case#4'Baseline'WholeTumor TONSL 8 145666213 Missense_Mutation C T p.R351Q 100 31 0.310 0.336 3 2 1 106 tonsoku'like,EDNAErepairEprotein ENST00000409379.3

Case#4'Baseline'WholeTumor C8orf33 8 146278132 Missense_Mutation G A p.R56K 86 32 0.372 0.403 3 2 1 96 chromosomeE8EopenEreadingEframeE33 ENST00000331434.6

Case#4'Baseline'WholeTumor IFNA7 9 21201768 Missense_Mutation G A p.P133S 234 200 0.855 0.960 2 2 0 363 interferon,EalphaE7 ENST00000239347.3

Case#4'Baseline'WholeTumor GALT 9 34646742 Missense_Mutation C T p.A14V 85 38 0.447 0.502 2 2 0 156 galactose'1'phosphateEuridylyltransferase ENST00000378842.3

Case#4'Baseline'WholeTumor ANKRD18A 9 38571130 Missense_Mutation C A p.A183S 75 5 0.067 0.075 2 2 0 139 ankyrinErepeatEdomainE18A ENST00000566717.2

Case#4'Baseline'WholeTumor SPATA31A7 9 65506215 Missense_Mutation C T p.E449K 161 89 0.553 0.621 2 1 1 276 SPATA31EsubfamilyEA,EmemberE7 ENST00000355045.2

Case#4'Baseline'WholeTumor C9orf84 9 114454544 Missense_Mutation T C p.E1174G 86 6 0.070 0.078 2 2 0 126 chromosomeE9EopenEreadingEframeE84 ENST00000318737.4

Case#4'Baseline'WholeTumor TNFSF15 9 117568247 Missense_Mutation C T p.E16K 23 20 0.870 0.977 2 2 0 38 tumorEnecrosisEfactorE(ligand)Esuperfamily,EmemberE15 ENST00000374045.4

Case#4'Baseline'WholeTumor GOLGA1 9 127661645 Missense_Mutation G A p.T425M 29 4 0.138 0.155 2 2 0 72 golginEA1 ENST00000373555.4

Case#4'Baseline'WholeTumor PNPLA7 9 140358581 Missense_Mutation C T p.D1050N 41 6 0.146 0.164 2 2 0 48 patatin'likeEphospholipaseEdomainEcontainingE7 ENST00000277531.4

Case#4'Baseline'WholeTumor CLCN4 X 10181775 Missense_Mutation G A p.G544E 89 87 0.978 1.038 4 3 1 76 chlorideEchannel,Evoltage'sensitiveE4 ENST00000380833.4

Case#4'Baseline'WholeTumor TLR8 X 12938028 Missense_Mutation G A p.R290Q 71 65 0.915 0.972 4 3 1 53 toll'likeEreceptorE8 ENST00000218032.6

Case#4'Baseline'WholeTumor MAOB X 43698248 Nonsense_Mutation G A p.Q49* 22 21 0.955 1.014 4 3 1 38 monoamineEoxidaseEB ENST00000378069.4

Case#4'Baseline'WholeTumor POF1B X 84562231 Missense_Mutation T G p.T368P 40 37 0.925 0.982 4 3 1 47 prematureEovarianEfailure,E1B ENST00000262753.4

Case#4'Baseline'WholeTumor PCDH19 X 99661471 Missense_Mutation C T p.E709K 16 15 0.938 0.995 4 3 1 30 protocadherinE19 ENST00000373034.4

Case#4'Baseline'WholeTumor ESX1 X 103495543 Missense_Mutation C T p.R196Q 52 48 0.923 0.980 4 3 1 42 ESXEhomeoboxE1 ENST00000372588.4

Case#4'Baseline'WholeTumor COL4A5 X 107819152 Missense_Mutation C T p.P187S 39 37 0.949 1.007 4 3 1 34 collagen,EtypeEIV,EalphaE5 ENST00000361603.2

Case#4'Baseline'WholeTumor RBMXL3 X 114424215 Missense_Mutation G A p.G71S 54 47 0.870 0.924 4 3 1 54 RNAEbindingEmotifEprotein,EX'linked'likeE3 ENST00000424776.3

Case#4'Baseline'WholeTumor SLC6A14 X 115590023 Missense_Mutation G A p.E611K 40 39 0.975 1.035 4 3 1 34 soluteEcarrierEfamilyE6E(aminoEacidEtransporter),EmemberE14 ENST00000371900.4

Case#4'Baseline'WholeTumor THOC2 X 122759828 Missense_Mutation G A p.R998C 61 57 0.934 0.992 4 3 1 60 THOEcomplexE2 ENST00000245838.8

Case#4'Baseline'WholeTumor IGSF1 X 130411997 Missense_Mutation C T p.G718E 76 73 0.961 1.020 4 3 1 61 immunoglobulinEsuperfamily,EmemberE1 ENST00000361420.3

Case#4'Baseline'WholeTumor F8 X 154156921 Missense_Mutation C T p.R1715Q 55 17 0.309 0.328 4 3 1 59 coagulationEfactorEVIII,EprocoagulantEcomponent ENST00000360256.4

Case#4'Relapse'WholeTumor NADK 1 1696717 Missense_Mutation C A p.K43N 137 29 0.212 0.261 3 2 1 95 NADEkinase ENST00000341426.5

Case#4'Relapse'WholeTumor MORN1 1 2252916 Missense_Mutation C T p.G467D 24 4 0.167 0.206 3 2 1 29 MORNErepeatEcontainingE1 ENST00000378531.3

Case#4'Relapse'WholeTumor TTC34 1 2704099 Missense_Mutation C T p.A88T 54 14 0.259 0.441 1 1 0 49 tetratricopeptideErepeatEdomainE34 ENST00000401095.3

Case#4'Relapse'WholeTumor MTOR 1 11190667 Missense_Mutation GG AA p.T1844I 111 47 0.423 0.523 3 2 1 136 mechanisticEtargetEofErapamycinE(serine/threonineEkinase) ENST00000361445.4

Case#4'Relapse'WholeTumor LRRC38 1 13839611 Missense_Mutation T C p.N160D 123 65 0.528 0.652 3 2 1 88 leucineErichErepeatEcontainingE38 ENST00000376085.3

Case#4'Relapse'WholeTumor PADI2 1 17413045 Missense_Mutation G A p.H269Y 85 45 0.529 0.653 3 2 1 88 peptidylEarginineEdeiminase,EtypeEII ENST00000375486.4

Case#4'Relapse'WholeTumor KLHDC7A 1 18808983 Missense_Mutation A T p.E503V 43 12 0.279 0.344 3 2 1 44 kelchEdomainEcontainingE7A ENST00000400664.1

Case#4'Relapse'WholeTumor ALDH4A1 1 19200985 Missense_Mutation C A p.Q517H 243 48 0.198 0.244 3 2 1 174 aldehydeEdehydrogenaseE4Efamily,EmemberEA1 ENST00000375341.3

Case#4'Relapse'WholeTumor VWA5B1 1 20656824 Missense_Mutation A G p.N469S 98 5 0.051 0.063 3 2 1 103 vonEWillebrandEfactorEAEdomainEcontainingE5B1 ENST00000375079.2

Case#4'Relapse'WholeTumor TMCO2 1 40717118 Missense_Mutation A G p.K134R 52 12 0.231 0.285 3 2 1 41 transmembraneEandEcoiled'coilEdomainsE2 ENST00000372766.3

Case#4'Relapse'WholeTumor CCDC30 1 43032087 Nonsense_Mutation C T p.R266* 86 19 0.221 0.273 3 2 1 58 coiled'coilEdomainEcontainingE30 ENST00000340612.4

Case#4'Relapse'WholeTumor TOE1 1 45806991 Missense_Mutation G A p.G71E 133 35 0.263 0.325 3 2 1 149 targetEofEEGR1,EmemberE1E(nuclear) ENST00000372090.5

Case#4'Relapse'WholeTumor LDLRAD1 1 54480008 Missense_Mutation G A p.R35C 64 17 0.266 0.328 3 2 1 28 lowEdensityElipoproteinEreceptorEclassEAEdomainEcontainingE1 ENST00000371360.1

Case#4'Relapse'WholeTumor CDCP2 1 54606804 Missense_Mutation C T p.G244R 183 21 0.115 0.142 3 2 1 129 CUBEdomainEcontainingEproteinE2 ENST00000371330.1

Case#4'Relapse'WholeTumor LEPR 1 66101926 Missense_Mutation G A p.G909D 220 54 0.245 0.303 3 2 1 144 leptinEreceptor ENST00000349533.6

Case#4'Relapse'WholeTumor C1orf173 1 75038204 Missense_Mutation C T p.E1064K 225 104 0.462 0.570 3 2 1 153 ENST00000326665.5
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Case#4'Relapse'WholeTumor C1orf173 1 75055582 Missense_Mutation C T p.E637K 130 59 0.454 0.560 3 2 1 118 ENST00000326665.5
Case#4'Relapse'WholeTumor LPHN2 1 82434986 Missense_Mutation G A p.R879Q 283 59 0.208 0.257 3 2 1 136 latrophilinE2 ENST00000370728.1
Case#4'Relapse'WholeTumor RPF1 1 84956083 Missense_Mutation A G p.K182E 198 107 0.540 0.667 3 2 1 110 ribosomeEproductionEfactorE1EhomologE(S.Ecerevisiae) ENST00000370654.5
Case#4'Relapse'WholeTumor PRPF38B 1 109242103 Missense_Mutation C T p.R368C 74 22 0.297 0.367 3 2 1 69 pre'mRNAEprocessingEfactorE38B ENST00000370025.4
Case#4'Relapse'WholeTumor DENND2D 1 111734940 Splice_Site C T 59 17 0.288 0.356 3 2 1 39 DENN/MADDEdomainEcontainingE2D ENST00000357640.4
Case#4'Relapse'WholeTumor SYCP1 1 115417165 Missense_Mutation G A p.D213N 165 73 0.442 0.546 3 2 1 106 synaptonemalEcomplexEproteinE1 ENST00000369522.3
Case#4'Relapse'WholeTumor TBX15 1 119427467 Missense_Mutation A C p.M566R 118 7 0.059 0.073 3 2 1 104 T'boxE15 ENST00000369429.3
Case#4'Relapse'WholeTumor VPS72 1 151149374 Missense_Mutation C T p.G292R 57 28 0.491 0.578 4 2 2 50 vacuolarEproteinEsortingE72EhomologE(S.Ecerevisiae) ENST00000354473.4
Case#4'Relapse'WholeTumor ZNF687 1 151260293 Missense_Mutation A G p.N509S 114 25 0.219 0.258 4 2 2 96 zincEfingerEproteinE687 ENST00000368879.2
Case#4'Relapse'WholeTumor ZNF687 1 151261061 Missense_Mutation C T p.R725C 232 82 0.353 0.416 4 2 2 169 zincEfingerEproteinE687 ENST00000368879.2
Case#4'Relapse'WholeTumor KPRP 1 152733503 Missense_Mutation C T p.P480L 77 17 0.221 0.260 4 2 2 50 keratinocyteEproline'richEprotein ENST00000606109.1
Case#4'Relapse'WholeTumor ADAM15 1 155029553 Missense_Mutation C T p.T375I 98 31 0.316 0.372 4 2 2 101 ADAMEmetallopeptidaseEdomainE15 ENST00000356955.2
Case#4'Relapse'WholeTumor HDGF 1 156713558 Missense_Mutation G A p.P201L 86 6 0.070 0.082 4 2 2 77 hepatoma'derivedEgrowthEfactor ENST00000357325.5
Case#4'Relapse'WholeTumor SH2D2A 1 156784085 Splice_Site C A p.E104* 121 24 0.198 0.233 4 2 2 71 SH2EdomainEcontainingE2A ENST00000368199.3
Case#4'Relapse'WholeTumor CRP 1 159683802 Missense_Mutation G A p.S63L 101 38 0.376 0.442 4 2 2 63 C'reactiveEprotein,Epentraxin'related ENST00000255030.5
Case#4'Relapse'WholeTumor FCRLA 1 161683136 Missense_Mutation G A p.R366Q 124 9 0.073 0.085 4 2 2 62 FcEreceptor'likeEA ENST00000236938.6
Case#4'Relapse'WholeTumor MAEL 1 166973432 Missense_Mutation A G p.K180R 187 36 0.193 0.226 4 2 2 134 maelstromEspermatogenicEtransposonEsilencer ENST00000367872.4
Case#4'Relapse'WholeTumor F5 1 169511368 Missense_Mutation G A p.P987L 207 90 0.435 0.511 4 2 2 111 coagulationEfactorEVE(proaccelerin,ElabileEfactor) ENST00000367797.3
Case#4'Relapse'WholeTumor FMO3 1 171086425 Missense_Mutation G A p.G481E 107 37 0.346 0.407 4 2 2 91 flavinEcontainingEmonooxygenaseE3 ENST00000367755.4
Case#4'Relapse'WholeTumor PRRC2C 1 171544097 Missense_Mutation C T p.S2260F 142 52 0.366 0.431 4 2 2 67 proline'richEcoiled'coilE2C ENST00000338920.4

Case#4'Relapse'WholeTumor BRINP3 1 190068089 Missense_Mutation G A p.P454S 116 45 0.388 0.456 4 2 2 100
boneEmorphogeneticEprotein/retinoicEacidEinducibleEneural'

specificE3 ENST00000367462.3

Case#4'Relapse'WholeTumor PPFIA4 1 203008264 Missense_Mutation C T p.S43F 128 47 0.367 0.432 4 2 2 100
proteinEtyrosineEphosphatase,EreceptorEtype,EfEpolypeptideE

(PTPRF),EinteractingEproteinE(liprin),EalphaE4 ENST00000447715.2
Case#4'Relapse'WholeTumor MYBPH 1 203144538 Missense_Mutation G A p.S86F 65 11 0.169 0.199 4 2 2 73 myosinEbindingEproteinEH ENST00000255416.4
Case#4'Relapse'WholeTumor CNTN2 1 205034965 Missense_Mutation G A p.G582R 120 19 0.158 0.186 4 2 2 66 contactinE2E(axonal) ENST00000331830.4
Case#4'Relapse'WholeTumor PLXNA2 1 208390113 Missense_Mutation C A p.W385C 72 15 0.208 0.245 4 2 2 45 plexinEA2 ENST00000367033.3
Case#4'Relapse'WholeTumor USH2A 1 215901656 Missense_Mutation C T p.E3928K 144 57 0.396 0.465 4 2 2 72 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#4'Relapse'WholeTumor USH2A 1 216017763 Missense_Mutation G A p.S3044L 139 59 0.424 0.499 4 2 2 76 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#4'Relapse'WholeTumor DNAH14 1 225268433 Missense_Mutation T A p.I974N 166 31 0.187 0.220 4 2 2 95 dynein,Eaxonemal,EheavyEchainE14 ENST00000445597.2
Case#4'Relapse'WholeTumor AGT 1 230845977 Missense_Mutation G A p.T207M 58 5 0.086 0.101 4 2 2 47 angiotensinogenE(serpinEpeptidaseEinhibitor,EcladeEA,EmemberE8) ENST00000366667.4
Case#4'Relapse'WholeTumor PCNXL2 1 233137282 Splice_Site CC TT p.D1700N 76 15 0.197 0.232 4 2 2 49 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#4'Relapse'WholeTumor PCNXL2 1 233160921 Nonsense_Mutation G A p.R1526* 117 51 0.436 0.512 4 2 2 142 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#4'Relapse'WholeTumor TBCE 1 235611744 Missense_Mutation G A p.E494K 321 117 0.364 0.429 4 2 2 166 tubulinEfoldingEcofactorEE ENST00000366601.3
Case#4'Relapse'WholeTumor LYST 1 235972935 Missense_Mutation G A p.R395C 113 50 0.442 0.520 4 2 2 75 lysosomalEtraffickingEregulator ENST00000389794.3
Case#4'Relapse'WholeTumor GREM2 1 240656550 Missense_Mutation G C p.Q76E 197 10 0.051 0.060 4 2 2 187 gremlinE2,EDANEfamilyEBMPEantagonist ENST00000318160.4
Case#4'Relapse'WholeTumor OR1C1 1 247921002 Missense_Mutation C T p.R236K 100 40 0.400 0.470 4 2 2 85 olfactoryEreceptor,EfamilyE1,EsubfamilyEC,EmemberE1 ENST00000408896.2
Case#4'Relapse'WholeTumor OR2L2 1 248202474 Missense_Mutation A G p.Q302R 385 66 0.171 0.202 4 2 2 222 olfactoryEreceptor,EfamilyE2,EsubfamilyEL,EmemberE2 ENST00000366479.2
Case#4'Relapse'WholeTumor OR2L3 1 248224011 Missense_Mutation G A p.D10N 511 202 0.395 0.465 4 2 2 391 olfactoryEreceptor,EfamilyE2,EsubfamilyEL,EmemberE3 ENST00000359959.3
Case#4'Relapse'WholeTumor PITRM1 10 3191823 Missense_Mutation C T p.V621I 99 7 0.071 0.087 3 2 1 83 pitrilysinEmetallopeptidaseE1 ENST00000224949.4
Case#4'Relapse'WholeTumor UPF2 10 12041915 Missense_Mutation A G p.L583P 196 41 0.209 0.258 3 2 1 115 UPF2EregulatorEofEnonsenseEtranscriptsEhomologE(yeast) ENST00000356352.2
Case#4'Relapse'WholeTumor CACNB2 10 18827189 Nonsense_Mutation G A p.W461* 193 46 0.238 0.294 3 2 1 105 calciumEchannel,Evoltage'dependent,EbetaE2Esubunit ENST00000324631.7
Case#4'Relapse'WholeTumor PLXDC2 10 20506484 Missense_Mutation C T p.P418S 65 38 0.585 0.722 3 2 1 71 plexinEdomainEcontainingE2 ENST00000377252.4
Case#4'Relapse'WholeTumor NEBL 10 21158766 Missense_Mutation G A p.S162F 135 28 0.207 0.256 3 2 1 98 nebulette ENST00000377122.4
Case#4'Relapse'WholeTumor PTCHD3 10 27703109 Missense_Mutation G A p.A24V 123 65 0.528 0.652 3 2 1 70 patchedEdomainEcontainingE3 ENST00000438700.3
Case#4'Relapse'WholeTumor MTPAP 10 30602756 Missense_Mutation G C p.Q511E 164 44 0.268 0.331 3 2 1 128 mitochondrialEpoly(A)Epolymerase ENST00000263063.4
Case#4'Relapse'WholeTumor WDFY4 10 50098714 Missense_Mutation G A p.E2420K 137 70 0.511 0.601 4 2 2 122 WDFYEfamilyEmemberE4 ENST00000325239.5
Case#4'Relapse'WholeTumor C10orf71 10 50534837 Missense_Mutation C T p.P1416L 89 28 0.315 0.370 4 2 2 35 chromosomeE10EopenEreadingEframeE71 ENST00000374144.3
Case#4'Relapse'WholeTumor ADAMTS14 10 72513650 Missense_Mutation G A p.G942R 50 23 0.460 0.568 3 2 1 47 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E14 ENST00000373207.1
Case#4'Relapse'WholeTumor SEC24C 10 75519952 Missense_Mutation G T p.G220C 36 10 0.278 0.343 3 2 1 50 SEC24EfamilyEmemberEC ENST00000339365.2
Case#4'Relapse'WholeTumor ZMIZ1 10 81050867 Missense_Mutation A G p.Q231R 45 20 0.444 0.549 3 2 1 52 zincEfinger,EMIZ'typeEcontainingE1 ENST00000334512.5
Case#4'Relapse'WholeTumor NUTM2B 10 81463478 Missense_Mutation G A p.G38E 1040 186 0.179 0.221 3 2 1 692 NUTEfamilyEmemberE2B ENST00000429828.1
Case#4'Relapse'WholeTumor PLCE1 10 95790940 Missense_Mutation G A p.R46Q 61 17 0.279 0.344 3 2 1 54 phospholipaseEC,EepsilonE1 ENST00000371380.3
Case#4'Relapse'WholeTumor FGF8 10 103534967 Missense_Mutation G A p.P26S 17 9 0.529 0.653 3 2 1 16 fibroblastEgrowthEfactorE8E(androgen'induced) ENST00000344255.3
Case#4'Relapse'WholeTumor FAM160B1 10 116606884 Missense_Mutation C T p.S535L 221 52 0.235 0.290 3 2 1 96 familyEwithEsequenceEsimilarityE160,EmemberEB1 ENST00000369248.4
Case#4'Relapse'WholeTumor DMBT1 10 124352006 Missense_Mutation G A p.D799N 439 83 0.189 0.233 3 2 1 441 deletedEinEmalignantEbrainEtumorsE1 ENST00000338354.3
Case#4'Relapse'WholeTumor TTC40 10 134647622 Missense_Mutation T A p.Q2291L 57 19 0.333 0.411 3 2 1 48 ENST00000368586.5
Case#4'Relapse'WholeTumor NAP1L4 11 2981039 Missense_Mutation G A p.P236L 248 59 0.238 0.294 3 2 1 172 nucleosomeEassemblyEproteinE1'likeE4 ENST00000380542.4
Case#4'Relapse'WholeTumor OR52A1 11 5173208 Missense_Mutation G A p.P131L 66 15 0.227 0.281 3 2 1 75 olfactoryEreceptor,EfamilyE52,EsubfamilyEA,EmemberE1 ENST00000380367.1
Case#4'Relapse'WholeTumor OTOG 11 17667291 Splice_Site G A p.V2860M 75 17 0.227 0.280 3 2 1 55 otogelin ENST00000399391.2
Case#4'Relapse'WholeTumor LDHAL6A 11 18487261 Missense_Mutation G A p.D108N 230 129 0.561 0.692 3 2 1 184 lactateEdehydrogenaseEA'likeE6A ENST00000280706.2
Case#4'Relapse'WholeTumor QSER1 11 32956744 Missense_Mutation C T p.R1185C 195 44 0.226 0.278 3 2 1 102 glutamineEandEserineErichE1 ENST00000399302.2
Case#4'Relapse'WholeTumor OR8K3 11 56086143 Missense_Mutation G A p.D121N 113 64 0.566 0.699 3 2 1 141 olfactoryEreceptor,EfamilyE8,EsubfamilyEK,EmemberE3 ENST00000312711.1
Case#4'Relapse'WholeTumor METTL12 11 62434173 Missense_Mutation G A p.G125S 77 5 0.065 0.080 3 2 1 84 methyltransferaseElikeE12 ENST00000532971.1
Case#4'Relapse'WholeTumor SLC22A9 11 63177274 Splice_Site G A p.E534E 128 27 0.211 0.260 3 2 1 59 soluteEcarrierEfamilyE22E(organicEanionEtransporter),EmemberE9 ENST00000279178.3
Case#4'Relapse'WholeTumor CHKA 11 67821505 Frame_Shift_Del G ' p.Q442fs 84 15 0.179 0.220 3 2 1 66 cholineEkinaseEalpha ENST00000265689.4
Case#4'Relapse'WholeTumor CHKA 11 67821509 Missense_Mutation GT AA p.Y440F 77 15 0.195 0.240 3 2 1 68 cholineEkinaseEalpha ENST00000265689.4
Case#4'Relapse'WholeTumor SHANK2 11 70333333 Missense_Mutation C T p.S643N 132 67 0.508 0.626 3 2 1 83 SH3EandEmultipleEankyrinErepeatEdomainsE2 ENST00000423696.2
Case#4'Relapse'WholeTumor MYO7A 11 76853783 Missense_Mutation T C p.L16S 115 9 0.078 0.097 3 2 1 138 myosinEVIIA ENST00000409709.3
Case#4'Relapse'WholeTumor TENM4 11 78467872 Missense_Mutation C T p.G912R 84 17 0.202 0.250 3 2 1 90 teneurinEtransmembraneEproteinE4 ENST00000278550.7
Case#4'Relapse'WholeTumor MFRP 11 119215694 Missense_Mutation G A p.P221L 32 20 0.625 0.771 3 2 1 42 membraneEfrizzled'relatedEprotein ENST00000530681.1
Case#4'Relapse'WholeTumor OR8B4 11 124294532 Missense_Mutation G A p.P79L 157 96 0.611 0.755 3 2 1 104 olfactoryEreceptor,EfamilyE8,EsubfamilyEB,EmemberE4 ENST00000356130.3
Case#4'Relapse'WholeTumor CACNA1C 12 2224470 Missense_Mutation C T p.P44S 38 19 0.500 0.617 3 2 1 42 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1CEsubunit ENST00000347598.4
Case#4'Relapse'WholeTumor FGF23 12 4479934 Missense_Mutation C T p.E111K 123 61 0.496 0.612 3 2 1 54 fibroblastEgrowthEfactorE23 ENST00000237837.1
Case#4'Relapse'WholeTumor ANO2 12 6030405 Missense_Mutation A G p.V108A 133 8 0.060 0.074 3 2 1 89 anoctaminE2,EcalciumEactivatedEchlorideEchannel ENST00000356134.5
Case#4'Relapse'WholeTumor COPS7A 12 6838423 Missense_Mutation A T p.Y113F 127 59 0.465 0.573 3 2 1 123 COP9EsignalosomeEsubunitE7A ENST00000543155.1
Case#4'Relapse'WholeTumor GPR162 12 6936122 Missense_Mutation C T p.T507I 90 21 0.233 0.288 3 2 1 42 GEprotein'coupledEreceptorE162 ENST00000311268.3
Case#4'Relapse'WholeTumor PZP 12 9312946 Missense_Mutation C T p.E1005K 133 31 0.233 0.288 3 2 1 144 pregnancy'zoneEprotein ENST00000261336.2
Case#4'Relapse'WholeTumor PRB4 12 11461549 Missense_Mutation G C p.P123R 113 32 0.283 0.350 3 2 1 155 proline'richEproteinEBstNIEsubfamilyE4 ENST00000535904.1
Case#4'Relapse'WholeTumor PRB4 12 11461706 Missense_Mutation G T p.P71T 203 46 0.227 0.280 3 2 1 164 proline'richEproteinEBstNIEsubfamilyE4 ENST00000535904.1
Case#4'Relapse'WholeTumor KCNJ8 12 21919327 Missense_Mutation C T p.R202Q 173 86 0.497 0.614 3 2 1 180 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE8 ENST00000240662.2
Case#4'Relapse'WholeTumor OR8S1 12 48921750 Missense_Mutation C T p.A315V 176 41 0.233 0.288 3 2 1 84 olfactoryEreceptor,EfamilyE8,EsubfamilyES,EmemberE1 ENST00000310194.1
Case#4'Relapse'WholeTumor KRT2 12 53038873 Missense_Mutation C T p.G617E 88 50 0.568 0.701 3 2 1 115 keratinE2 ENST00000309680.3
Case#4'Relapse'WholeTumor KRT78 12 53242440 Missense_Mutation A G p.L92P 159 13 0.082 0.101 3 2 1 117 keratinE78 ENST00000304620.4
Case#4'Relapse'WholeTumor TENC1 12 53448151 Missense_Mutation G A p.D150N 74 19 0.257 0.317 3 2 1 47 tensinElikeEC1EdomainEcontainingEphosphataseE(tensinE2) ENST00000314250.6
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Case#4'Relapse'WholeTumor AMHR2 12 53818171 Missense_Mutation C T p.P50L 63 29 0.460 0.568 3 2 1 75 anti'MullerianEhormoneEreceptor,EtypeEII ENST00000257863.4
Case#4'Relapse'WholeTumor OR6C6 12 55688227 Missense_Mutation C T p.E264K 240 60 0.250 0.309 3 2 1 184 olfactoryEreceptor,EfamilyE6,EsubfamilyEC,EmemberE6 ENST00000358433.2
Case#4'Relapse'WholeTumor GLI1 12 57865324 Missense_Mutation C T p.S934F 74 42 0.568 0.701 3 2 1 40 GLIEfamilyEzincEfingerE1 ENST00000228682.2
Case#4'Relapse'WholeTumor ARHGAP9 12 57869131 Missense_Mutation G A p.R518W 36 10 0.278 0.343 3 2 1 14 RhoEGTPaseEactivatingEproteinE9 ENST00000356411.2
Case#4'Relapse'WholeTumor TPH2 12 72338095 Missense_Mutation C T p.H93Y 150 33 0.220 0.272 3 2 1 93 tryptophanEhydroxylaseE2 ENST00000333850.3
Case#4'Relapse'WholeTumor ATXN7L3B 12 74932048 Missense_Mutation G C p.E52D 164 45 0.274 0.339 3 2 1 157 ataxinE7'likeE3B ENST00000519948.2

Case#4'Relapse'WholeTumor RASSF9 12 86198686 Missense_Mutation G C p.H368D 89 24 0.270 0.333 3 2 1 129
RasEassociationE(RalGDS/AF'6)EdomainEfamilyE(N'terminal)E

memberE9 ENST00000361228.3
Case#4'Relapse'WholeTumor C12orf50 12 88379663 Missense_Mutation GG AA p.H364Y 281 65 0.231 0.285 3 2 1 230 chromosomeE12EopenEreadingEframeE50 ENST00000298699.2
Case#4'Relapse'WholeTumor C12orf50 12 88390205 Missense_Mutation T C p.T143A 118 25 0.212 0.261 3 2 1 80 chromosomeE12EopenEreadingEframeE50 ENST00000298699.2
Case#4'Relapse'WholeTumor TCHP 12 110352340 Nonsense_Mutation C T p.R410* 91 35 0.385 0.520 2 1 1 93 trichoplein,EkeratinEfilamentEbinding ENST00000312777.5
Case#4'Relapse'WholeTumor SDS 12 113835043 Missense_Mutation C T p.E194K 40 16 0.400 0.541 2 1 1 59 serineEdehydratase ENST00000257549.4
Case#4'Relapse'WholeTumor RBM19 12 114374887 Missense_Mutation T C p.T665A 126 9 0.071 0.097 2 1 1 116 RNAEbindingEmotifEproteinE19 ENST00000545145.2
Case#4'Relapse'WholeTumor CCDC60 12 119943001 Missense_Mutation C T p.P259L 72 19 0.264 0.357 2 1 1 63 coiled'coilEdomainEcontainingE60 ENST00000327554.2
Case#4'Relapse'WholeTumor TMEM132C 12 129190442 Missense_Mutation G A p.E977K 43 23 0.535 0.723 2 1 1 62 transmembraneEproteinE132C ENST00000435159.2
Case#4'Relapse'WholeTumor FLT1 13 28964230 Missense_Mutation C T p.G558R 158 86 0.544 0.621 5 3 2 111 fms'relatedEtyrosineEkinaseE1 ENST00000282397.4
Case#4'Relapse'WholeTumor PCDH9 13 66879162 Splice_Site T G 86 21 0.244 0.279 5 3 2 70 protocadherinE9 ENST00000377865.2
Case#4'Relapse'WholeTumor UGGT2 13 96589308 Missense_Mutation C A p.G616V 276 55 0.199 0.227 5 3 2 125 UDP'glucoseEglycoproteinEglucosyltransferaseE2 ENST00000376747.3
Case#4'Relapse'WholeTumor DAOA 13 106142269 Missense_Mutation C T p.H101Y 259 42 0.162 0.185 5 3 2 107 D'aminoEacidEoxidaseEactivator ENST00000375936.3
Case#4'Relapse'WholeTumor COL4A1 13 110838794 Missense_Mutation C A p.G612V 72 15 0.208 0.238 5 3 2 33 collagen,EtypeEIV,EalphaE1 ENST00000375820.4

Case#4'Relapse'WholeTumor F7 13 113773045 Missense_Mutation G A p.R375Q 205 66 0.322 0.367 5 3 2 131 coagulationEfactorEVIIE(serumEprothrombinEconversionEaccelerator) ENST00000375581.3
Case#4'Relapse'WholeTumor TFDP1 13 114288253 Missense_Mutation G C p.V175L 324 101 0.312 0.356 5 3 2 135 transcriptionEfactorEDp'1 ENST00000375370.5
Case#4'Relapse'WholeTumor OR4M1 14 20249212 Missense_Mutation C T p.S244F 653 52 0.080 0.094 4 3 1 646 olfactoryEreceptor,EfamilyE4,EsubfamilyEM,EmemberE1 ENST00000315957.4
Case#4'Relapse'WholeTumor OR4K15 14 20444431 Missense_Mutation C T p.R252C 267 113 0.423 0.522 3 2 1 281 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE15 ENST00000305051.5
Case#4'Relapse'WholeTumor KLHL33 14 20897784 Missense_Mutation G A p.S309F 55 25 0.455 0.561 3 2 1 42 kelch'likeEfamilyEmemberE33 ENST00000344581.4
Case#4'Relapse'WholeTumor CHD8 14 21876604 Missense_Mutation G A p.A866V 98 30 0.306 0.378 3 2 1 65 chromodomainEhelicaseEDNAEbindingEproteinE8 ENST00000557364.1
Case#4'Relapse'WholeTumor C14orf39 14 60932752 Missense_Mutation G A p.A306V 117 7 0.060 0.074 3 2 1 65 chromosomeE14EopenEreadingEframeE39 ENST00000321731.3
Case#4'Relapse'WholeTumor CATSPERB 14 92139225 Missense_Mutation G A p.L372F 195 54 0.277 0.342 3 2 1 98 catsperEchannelEauxiliaryEsubunitEbeta ENST00000256343.3
Case#4'Relapse'WholeTumor ZFYVE21 14 104199095 Missense_Mutation A C p.H222P 83 15 0.181 0.223 3 2 1 82 zincEfinger,EFYVEEdomainEcontainingE21 ENST00000311141.2
Case#4'Relapse'WholeTumor AHNAK2 14 105404695 Missense_Mutation C T p.R5698Q 185 39 0.211 0.260 3 2 1 141 AHNAKEnucleoproteinE2 ENST00000333244.5
Case#4'Relapse'WholeTumor OR4M2 15 22369306 Missense_Mutation C T p.S244F 977 154 0.158 0.180 5 3 2 725 olfactoryEreceptor,EfamilyE4,EsubfamilyEM,EmemberE2 ENST00000332663.2
Case#4'Relapse'WholeTumor GOLGA8I 15 23260815 Missense_Mutation C T p.S199F 623 114 0.183 0.209 5 3 2 315 golginEA8Efamily,EmemberEI ENST00000450802.3
Case#4'Relapse'WholeTumor NUTM1 15 34640641 Missense_Mutation C T p.P163L 56 12 0.214 0.264 3 2 1 71 NUTEmidlineEcarcinoma,EfamilyEmemberE1 ENST00000333756.4
Case#4'Relapse'WholeTumor EIF2AK4 15 40324409 Nonsense_Mutation C T p.Q1567* 197 57 0.289 0.357 3 2 1 143 eukaryoticEtranslationEinitiationEfactorE2EalphaEkinaseE4 ENST00000263791.5
Case#4'Relapse'WholeTumor POLR2M 15 57999140 Missense_Mutation C T p.L34F 122 40 0.328 0.385 4 2 2 72 polymeraseE(RNA)EIIE(DNAEdirected)EpolypeptideEM ENST00000299638.3
Case#4'Relapse'WholeTumor GRAMD2 15 72460887 Missense_Mutation G T p.N71K 117 41 0.350 0.412 4 2 2 102 GRAMEdomainEcontainingE2 ENST00000309731.7
Case#4'Relapse'WholeTumor CCDC33 15 74622678 Missense_Mutation G A p.S480N 118 9 0.076 0.090 4 2 2 82 coiled'coilEdomainEcontainingE33 ENST00000398814.3
Case#4'Relapse'WholeTumor ADAMTSL3 15 84683394 Missense_Mutation CC TT p.L1359F 225 77 0.342 0.390 5 3 2 186 ADAMTS'likeE3 ENST00000286744.5
Case#4'Relapse'WholeTumor TICRR 15 90152048 Nonsense_Mutation C T p.R913* 215 83 0.386 0.454 4 2 2 90 TOPBP1'interactingEcheckpointEandEreplicationEregulator ENST00000268138.7
Case#4'Relapse'WholeTumor MCTP2 15 94901781 Missense_Mutation G A p.G414D 378 119 0.315 0.370 4 2 2 211 multipleEC2Edomains,EtransmembraneE2 ENST00000357742.4
Case#4'Relapse'WholeTumor WDR24 16 736857 Missense_Mutation C T p.G537S 83 20 0.241 0.283 4 2 2 63 WDErepeatEdomainE24 ENST00000248142.6
Case#4'Relapse'WholeTumor USP7 16 8993559 Missense_Mutation C A p.D789Y 227 101 0.445 0.523 4 2 2 105 ubiquitinEspecificEpeptidaseE7E(herpesEvirus'associated) ENST00000344836.4
Case#4'Relapse'WholeTumor SMG1 16 18879649 Missense_Mutation G A p.R1020C 1505 348 0.231 0.264 5 4 1 521 SMG1EphosphatidylinositolE3'kinase'relatedEkinase ENST00000446231.2

Case#4'Relapse'WholeTumor ITGAL 16 30486653 Missense_Mutation G A p.G64E 62 37 0.597 0.681 5 3 2 43
integrin,EalphaELE(antigenECD11AE(p180),ElymphocyteEfunction'

associatedEantigenE1;EalphaEpolypeptide) ENST00000356798.6
Case#4'Relapse'WholeTumor SLC6A2 16 55733504 Missense_Mutation G A p.G510R 216 81 0.375 0.441 4 2 2 232 soluteEcarrierEfamilyE6E(neurotransmitterEtransporter),EmemberE2 ENST00000379906.2
Case#4'Relapse'WholeTumor CDH8 16 61687811 Missense_Mutation T G p.K701Q 175 74 0.423 0.497 4 2 2 160 cadherinE8,EtypeE2 ENST00000577390.1
Case#4'Relapse'WholeTumor TSNAXIP1 16 67859956 Missense_Mutation GG AA p.R320Q 60 23 0.383 0.451 4 2 2 65 translin'associatedEfactorEXEinteractingEproteinE1 ENST00000388833.3
Case#4'Relapse'WholeTumor COG4 16 70515672 Missense_Mutation T C p.N701D 166 65 0.392 0.460 4 2 2 92 componentEofEoligomericEgolgiEcomplexE4 ENST00000323786.5
Case#4'Relapse'WholeTumor HYDIN 16 70942713 Missense_Mutation C T p.E2686K 137 48 0.350 0.412 4 2 2 81 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2
Case#4'Relapse'WholeTumor ZFHX3 16 72829347 Missense_Mutation C T p.E2412K 211 99 0.469 0.552 4 2 2 236 zincEfingerEhomeoboxE3 ENST00000268489.5
Case#4'Relapse'WholeTumor LDHD 16 75148750 Missense_Mutation CC TT p.R148Q 170 65 0.382 0.450 4 2 2 81 lactateEdehydrogenaseED ENST00000450168.2
Case#4'Relapse'WholeTumor CNTNAP4 16 76483672 Missense_Mutation C T p.H333Y 107 44 0.411 0.483 4 2 2 96 contactinEassociatedEprotein'likeE4 ENST00000476707.1
Case#4'Relapse'WholeTumor CDH13 16 83711861 Missense_Mutation G A p.E445K 208 83 0.399 0.469 4 2 2 108 cadherinE13 ENST00000566620.1
Case#4'Relapse'WholeTumor OSGIN1 16 83994638 Missense_Mutation C T p.P233L 122 38 0.311 0.366 4 2 2 51 oxidativeEstressEinducedEgrowthEinhibitorE1 ENST00000343939.2
Case#4'Relapse'WholeTumor ATP2C2 16 84482262 Missense_Mutation G A p.E543K 133 49 0.368 0.433 4 2 2 91 ATPase,ECa++Etransporting,EtypeE2C,EmemberE2 ENST00000262429.4
Case#4'Relapse'WholeTumor JPH3 16 87678017 Missense_Mutation C T p.P179L 128 59 0.461 0.542 4 2 2 28 junctophilinE3 ENST00000284262.2
Case#4'Relapse'WholeTumor RAP1GAP2 17 2898660 Missense_Mutation G A p.G315E 163 78 0.479 0.591 3 2 1 196 RAP1EGTPaseEactivatingEproteinE2 ENST00000254695.8
Case#4'Relapse'WholeTumor PELP1 17 4578435 Missense_Mutation C G p.V405L 90 23 0.256 0.315 3 2 1 44 proline,EglutamateEandEleucineErichEproteinE1 ENST00000574876.1
Case#4'Relapse'WholeTumor KIF1C 17 4904574 Missense_Mutation A G p.M81V 66 21 0.318 0.393 3 2 1 64 kinesinEfamilyEmemberE1C ENST00000320785.5
Case#4'Relapse'WholeTumor NLRP1 17 5487064 Missense_Mutation G A p.H72Y 80 41 0.513 0.633 3 2 1 76 NLREfamily,EpyrinEdomainEcontainingE1 ENST00000572272.1
Case#4'Relapse'WholeTumor NEURL4 17 7229766 Missense_Mutation G T p.N398K 139 33 0.237 0.293 3 2 1 154 neuralizedEE3EubiquitinEproteinEligaseE4 ENST00000399464.2
Case#4'Relapse'WholeTumor PER1 17 8047180 Missense_Mutation G A p.P826S 18 10 0.556 0.686 3 2 1 25 periodEcircadianEclockE1 ENST00000317276.4
Case#4'Relapse'WholeTumor MYOCD 17 12649264 Missense_Mutation C T p.P334S 158 39 0.247 0.305 3 2 1 124 myocardin ENST00000343344.4
Case#4'Relapse'WholeTumor MYO15A 17 18025233 Missense_Mutation C T p.P1040L 63 19 0.302 0.372 3 2 1 94 myosinEXVA ENST00000205890.5
Case#4'Relapse'WholeTumor CDRT15L2 17 20483109 Missense_Mutation G A p.G18E 139 66 0.475 0.586 3 2 1 137 CMT1AEduplicatedEregionEtranscriptE15'likeE2 ENST00000399044.1
Case#4'Relapse'WholeTumor TNFAIP1 17 26667468 Nonsense_Mutation CC TT p.Q114* 86 16 0.186 0.230 3 2 1 109 tumorEnecrosisEfactor,Ealpha'inducedEproteinE1E(endothelial) ENST00000226225.2
Case#4'Relapse'WholeTumor TAOK1 17 27822642 Missense_Mutation A T p.D299V 186 47 0.253 0.312 3 2 1 133 TAOEkinaseE1 ENST00000261716.3
Case#4'Relapse'WholeTumor GOSR1 17 28849280 Missense_Mutation C T p.P213S 146 70 0.479 0.592 3 2 1 123 golgiESNAPEreceptorEcomplexEmemberE1 ENST00000225724.5
Case#4'Relapse'WholeTumor TBC1D29 17 28890301 Missense_Mutation G A p.S104N 60 6 0.100 0.123 3 2 1 47 TBC1EdomainEfamily,EmemberE29 ENST00000580161.1
Case#4'Relapse'WholeTumor ATAD5 17 29185321 Missense_Mutation C G p.S979C 135 63 0.467 0.576 3 2 1 149 ATPaseEfamily,EAAAEdomainEcontainingE5 ENST00000321990.4
Case#4'Relapse'WholeTumor SLFN12 17 33749919 Missense_Mutation A C p.S43R 132 7 0.053 0.065 3 2 1 176 schlafenEfamilyEmemberE12 ENST00000394562.1
Case#4'Relapse'WholeTumor SLFN12L 17 33806164 Nonsense_Mutation C T p.W355* 162 35 0.216 0.267 3 2 1 112 schlafenEfamilyEmemberE12'like ENST00000260908.7
Case#4'Relapse'WholeTumor C17orf98 17 36997503 Missense_Mutation T C p.Q47R 117 6 0.051 0.063 3 2 1 73 chromosomeE17EopenEreadingEframeE98 ENST00000398575.4
Case#4'Relapse'WholeTumor KRT36 17 39643646 Missense_Mutation G A p.T315M 91 10 0.110 0.136 3 2 1 95 keratinE36 ENST00000328119.6
Case#4'Relapse'WholeTumor COL1A1 17 48264079 Missense_Mutation G A p.R1246W 112 27 0.241 0.298 3 2 1 142 collagen,EtypeEI,EalphaE1 ENST00000225964.5
Case#4'Relapse'WholeTumor KIF2B 17 51900425 Missense_Mutation C T p.P11S 163 70 0.429 0.530 3 2 1 95 kinesinEfamilyEmemberE2B ENST00000268919.4
Case#4'Relapse'WholeTumor LPO 17 56329738 Missense_Mutation C T p.P326S 86 21 0.244 0.301 3 2 1 68 lactoperoxidase ENST00000262290.4
Case#4'Relapse'WholeTumor ACE 17 61556450 Missense_Mutation C T p.S167F 80 21 0.263 0.324 3 2 1 57 angiotensinEIEconvertingEenzyme ENST00000290866.4
Case#4'Relapse'WholeTumor ACE 17 61584653 Missense_Mutation G A p.G693E 85 49 0.576 0.711 3 2 1 90 angiotensinEIEconvertingEenzyme ENST00000577647.1
Case#4'Relapse'WholeTumor FTSJ3 17 61902413 Missense_Mutation G A p.P236S 108 27 0.250 0.309 3 2 1 110 FtsJEhomologE3E(E.Ecoli) ENST00000427159.2
Case#4'Relapse'WholeTumor TTYH2 17 72240177 Missense_Mutation T G p.S265A 112 10 0.089 0.110 3 2 1 64 tweetyEfamilyEmemberE2 ENST00000269346.4
Case#4'Relapse'WholeTumor CD300E 17 72613262 Missense_Mutation G A p.S128F 102 24 0.235 0.290 3 2 1 96 CD300eEmolecule ENST00000328630.3
Case#4'Relapse'WholeTumor ENTHD2 17 79207827 Missense_Mutation GG AA p.P110F 87 23 0.264 0.326 3 2 1 75 ENTHEdomainEcontainingE2 ENST00000300714.3
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Case#4'Relapse'WholeTumor PIEZO2 18 10800407 Missense_Mutation C T p.E436K 96 70 0.729 0.985 2 2 0 110 piezo'typeEmechanosensitiveEionEchannelEcomponentE2 ENST00000503781.3
Case#4'Relapse'WholeTumor NOL4 18 31709882 Missense_Mutation C T p.G123R 75 48 0.640 0.865 2 2 0 36 nucleolarEproteinE4 ENST00000261592.5
Case#4'Relapse'WholeTumor SETBP1 18 42531243 Missense_Mutation G A p.M646I 22 19 0.864 1.167 2 2 0 25 SETEbindingEproteinE1 ENST00000282030.5
Case#4'Relapse'WholeTumor PIAS2 18 44470629 Missense_Mutation G T p.P138Q 75 26 0.347 0.468 2 2 0 108 proteinEinhibitorEofEactivatedESTAT,E2 ENST00000585916.1
Case#4'Relapse'WholeTumor DYM 18 46784814 Missense_Mutation G A p.S434F 95 38 0.400 0.541 2 2 0 80 dymeclin ENST00000269445.6
Case#4'Relapse'WholeTumor CDH20 18 59167645 Missense_Mutation G A p.D191N 116 79 0.681 0.920 2 2 0 142 cadherinE20,EtypeE2 ENST00000262717.4

Case#4'Relapse'WholeTumor NDUFS7 19 1388538 Missense_Mutation C T p.P23L 115 7 0.061 0.072 4 2 2 60
NADHEdehydrogenaseE(ubiquinone)EFe'SEproteinE7,E20kDaE(NADH'

coenzymeEQEreductase) ENST00000233627.9
Case#4'Relapse'WholeTumor MKNK2 19 2039727 Missense_Mutation C T p.R428Q 56 4 0.071 0.084 4 2 2 72 MAPEkinaseEinteractingEserine/threonineEkinaseE2 ENST00000591601.1
Case#4'Relapse'WholeTumor STXBP2 19 7707710 Splice_Site G A 93 43 0.462 0.544 4 2 2 59 syntaxinEbindingEproteinE2 ENST00000221283.5
Case#4'Relapse'WholeTumor MUC16 19 8962010 Missense_Mutation A T p.I14456N 140 33 0.236 0.277 4 2 2 61 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#4'Relapse'WholeTumor COL5A3 19 10103734 Missense_Mutation C T p.G587R 134 65 0.485 0.570 4 2 2 64 collagen,EtypeEV,EalphaE3 ENST00000264828.3
Case#4'Relapse'WholeTumor ZNF844 19 12184876 Missense_Mutation A C p.N12H 631 125 0.198 0.233 4 2 2 373 zincEfingerEproteinE844 ENST00000439326.3
Case#4'Relapse'WholeTumor hsa'mir'1199 19 14185226 Missense_Mutation T C p.V198A 144 10 0.069 0.082 4 2 2 46 ENST00000587086.1
Case#4'Relapse'WholeTumor CD97 19 14507986 Nonsense_Mutation G A p.W192* 248 97 0.391 0.460 4 2 2 207 CD97Emolecule ENST00000242786.5
Case#4'Relapse'WholeTumor CALR3 19 16601198 Missense_Mutation G A p.S126L 197 78 0.396 0.465 4 2 2 50 calreticulinE3 ENST00000269881.3
Case#4'Relapse'WholeTumor NWD1 19 16855265 Missense_Mutation A G p.I78V 213 15 0.070 0.083 4 2 2 92 NACHTEandEWDErepeatEdomainEcontainingE1 ENST00000552788.1
Case#4'Relapse'WholeTumor SSBP4 19 18541675 Missense_Mutation G T p.V102F 252 90 0.357 0.420 4 2 2 129 singleEstrandedEDNAEbindingEproteinE4 ENST00000270061.7

Case#4'Relapse'WholeTumor SLC7A10 19 33700222 Missense_Mutation C T p.R478K 98 48 0.490 0.576 4 2 2 56
soluteEcarrierEfamilyE7E(neutralEaminoEacidEtransporterElightEchain,E

ascEsystem),EmemberE10 ENST00000253188.4
Case#4'Relapse'WholeTumor LGI4 19 35622939 Missense_Mutation C T p.E108K 94 36 0.383 0.450 4 2 2 69 leucine'richErepeatELGIEfamily,EmemberE4 ENST00000310123.3
Case#4'Relapse'WholeTumor CTD'2162K18.4 19 37266288 Splice_Site G T p.G45V 279 60 0.215 0.253 4 2 2 112 ENST00000590750.1
Case#4'Relapse'WholeTumor WDR87 19 38379375 Nonsense_Mutation T A p.R1607* 327 66 0.202 0.237 4 2 2 211 WDErepeatEdomainE87 ENST00000303868.5
Case#4'Relapse'WholeTumor FCGBP 19 40419960 Missense_Mutation C T p.D1012N 83 23 0.277 0.326 4 2 2 53 FcEfragmentEofEIgGEbindingEprotein ENST00000221347.6
Case#4'Relapse'WholeTumor ZNF284 19 44586178 Missense_Mutation C T p.S52F 201 85 0.423 0.497 4 2 2 157 zincEfingerEproteinE284 ENST00000421176.3
Case#4'Relapse'WholeTumor SLC8A2 19 47935658 Missense_Mutation G A p.P719S 70 31 0.443 0.521 4 2 2 39 soluteEcarrierEfamilyE8E(sodium/calciumEexchanger),EmemberE2 ENST00000236877.6
Case#4'Relapse'WholeTumor CARD8 19 48737706 Nonsense_Mutation A T p.C10* 173 10 0.058 0.068 4 2 2 113 caspaseErecruitmentEdomainEfamily,EmemberE8 ENST00000359009.4
Case#4'Relapse'WholeTumor FUT2 19 49206674 Nonsense_Mutation G A p.W154* 134 11 0.082 0.097 4 2 2 99 fucosyltransferaseE2E(secretorEstatusEincluded) ENST00000425340.2
Case#4'Relapse'WholeTumor NR1H2 19 50885729 Missense_Mutation C T p.P418L 61 12 0.197 0.231 4 2 2 32 nuclearEreceptorEsubfamilyE1,EgroupEH,EmemberE2 ENST00000253727.5
Case#4'Relapse'WholeTumor VN1R4 19 53770381 Missense_Mutation G T p.R180S 578 82 0.142 0.167 4 2 2 352 vomeronasalE1EreceptorE4 ENST00000311170.4

Case#4'Relapse'WholeTumor LILRA4 19 54848929 Missense_Mutation G A p.P232S 152 56 0.368 0.455 3 2 1 103
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE4 ENST00000291759.4
Case#4'Relapse'WholeTumor PEG3 19 57327232 Missense_Mutation C T p.E860K 113 35 0.310 0.364 4 2 2 96 paternallyEexpressedE3 ENST00000326441.9
Case#4'Relapse'WholeTumor SLC27A5 19 59010979 Missense_Mutation T G p.E516A 193 79 0.409 0.481 4 2 2 92 soluteEcarrierEfamilyE27E(fattyEacidEtransporter),EmemberE5 ENST00000263093.2
Case#4'Relapse'WholeTumor KCNF1 2 11053119 Missense_Mutation C G p.F189L 162 104 0.642 0.868 2 2 0 129 potassiumEvoltage'gatedEchannel,EsubfamilyEF,EmemberE1 ENST00000295082.1
Case#4'Relapse'WholeTumor XDH 2 31588406 Missense_Mutation C A p.G821C 44 16 0.364 0.491 2 2 0 63 xanthineEdehydrogenase ENST00000379416.3
Case#4'Relapse'WholeTumor LTBP1 2 33585726 Missense_Mutation G A p.D1355N 84 66 0.786 1.062 2 2 0 81 latentEtransformingEgrowthEfactorEbetaEbindingEproteinE1 ENST00000404816.2
Case#4'Relapse'WholeTumor FSHR 2 49189921 Missense_Mutation C T p.S680N 123 7 0.057 0.077 2 2 0 122 follicleEstimulatingEhormoneEreceptor ENST00000406846.2
Case#4'Relapse'WholeTumor GKN1 2 69201798 Missense_Mutation C T p.R11C 131 34 0.260 0.320 3 2 1 161 gastrokineE1 ENST00000377938.2
Case#4'Relapse'WholeTumor RETSAT 2 85571180 Missense_Mutation G A p.S492F 275 54 0.196 0.242 3 2 1 173 retinolEsaturaseE(all'trans'retinolE13,14'reductase) ENST00000295802.4
Case#4'Relapse'WholeTumor GPAT2 2 96688929 Missense_Mutation G A p.R692C 96 24 0.250 0.309 3 2 1 89 glycerol'3'phosphateEacyltransferaseE2,Emitochondrial ENST00000434632.1
Case#4'Relapse'WholeTumor SNRNP200 2 96952860 Missense_Mutation G A p.H1175Y 104 47 0.452 0.558 3 2 1 135 smallEnuclearEribonucleoproteinE200kDaE(U5) ENST00000323853.5
Case#4'Relapse'WholeTumor INPP4A 2 99172244 Missense_Mutation A G p.T604A 117 6 0.051 0.060 4 3 1 115 inositolEpolyphosphate'4'phosphatase,EtypeEI,E107kDa ENST00000523221.1

Case#4'Relapse'WholeTumor SLC9A2 2 103299820 Missense_Mutation G A p.V369I 135 53 0.393 0.462 4 3 1 116
soluteEcarrierEfamilyE9,EsubfamilyEAE(NHE2,EcationEprotonE

antiporterE2),EmemberE2 ENST00000233969.2
Case#4'Relapse'WholeTumor FHL2 2 105990066 Missense_Mutation G A p.S94F 179 39 0.218 0.256 4 3 1 131 fourEandEaEhalfELIMEdomainsE2 ENST00000409807.1
Case#4'Relapse'WholeTumor RGPD3 2 107041320 Missense_Mutation C T p.D1035N 1456 240 0.165 0.194 4 3 1 724 RANBP2'likeEandEGRIPEdomainEcontainingE3 ENST00000409886.3
Case#4'Relapse'WholeTumor SLC5A7 2 108622595 Missense_Mutation G A p.A278T 144 36 0.250 0.294 4 3 1 107 soluteEcarrierEfamilyE5E(sodium/cholineEcotransporter),EmemberE7 ENST00000264047.2
Case#4'Relapse'WholeTumor POLR1B 2 113309473 Missense_Mutation C T p.S295L 267 16 0.060 0.070 4 3 1 207 polymeraseE(RNA)EIEpolypeptideEB,E128kDa ENST00000263331.5
Case#4'Relapse'WholeTumor NT5DC4 2 113480696 Missense_Mutation C T p.S163F 77 42 0.545 0.641 4 3 1 84 5''nucleotidaseEdomainEcontainingE4 ENST00000327581.4
Case#4'Relapse'WholeTumor MCM6 2 136609000 Missense_Mutation G A p.A630V 147 46 0.313 0.368 4 2 2 105 minichromosomeEmaintenanceEcomplexEcomponentE6 ENST00000264156.2
Case#4'Relapse'WholeTumor LRP1B 2 141986902 Missense_Mutation C T p.E234K 169 75 0.444 0.522 4 2 2 116 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3
Case#4'Relapse'WholeTumor KCNJ3 2 155711406 Missense_Mutation G A p.E363K 237 105 0.443 0.521 4 2 2 41 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE3 ENST00000295101.2
Case#4'Relapse'WholeTumor KLHL41 2 170366728 Missense_Mutation G C p.C147S 172 31 0.180 0.212 4 2 2 77 kelch'likeEfamilyEmemberE41 ENST00000284669.1
Case#4'Relapse'WholeTumor FASTKD1 2 170419831 Missense_Mutation G A p.S159F 110 43 0.391 0.460 4 2 2 69 FASTEkinaseEdomainsE1 ENST00000453153.2
Case#4'Relapse'WholeTumor SCRN3 2 175268898 Missense_Mutation G A p.M203I 154 46 0.299 0.351 4 2 2 90 secerninE3 ENST00000272732.6
Case#4'Relapse'WholeTumor TTN 2 179413763 Missense_Mutation C T p.D29223N 161 71 0.441 0.518 4 2 2 195 titin ENST00000591111.1
Case#4'Relapse'WholeTumor ZNF804A 2 185801210 Missense_Mutation C T p.L363F 93 28 0.301 0.354 4 2 2 76 zincEfingerEproteinE804A ENST00000302277.6
Case#4'Relapse'WholeTumor COL3A1 2 189849494 Missense_Mutation G A p.G30R 171 64 0.374 0.440 4 2 2 104 collagen,EtypeEIII,EalphaE1 ENST00000304636.3
Case#4'Relapse'WholeTumor COL5A2 2 189916185 Missense_Mutation G A p.P931L 127 52 0.409 0.481 4 2 2 91 collagen,EtypeEV,EalphaE2 ENST00000374866.3
Case#4'Relapse'WholeTumor SLC39A10 2 196548592 Missense_Mutation A G p.N393S 177 61 0.345 0.405 4 2 2 98 soluteEcarrierEfamilyE39E(zincEtransporter),EmemberE10 ENST00000409086.3
Case#4'Relapse'WholeTumor HECW2 2 197297876 Nonsense_Mutation C T p.W91* 209 86 0.411 0.484 4 2 2 120 HECT,EC2EandEWWEdomainEcontainingEE3EubiquitinEproteinEligaseE2 ENST00000260983.3
Case#4'Relapse'WholeTumor SPATS2L 2 201342647 Missense_Mutation C T p.R524W 129 55 0.426 0.501 4 2 2 111 spermatogenesisEassociated,Eserine'richE2'like ENST00000358677.5
Case#4'Relapse'WholeTumor ABCA12 2 215910594 Missense_Mutation C T p.S280N 110 22 0.200 0.235 4 2 2 83 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE12 ENST00000272895.7
Case#4'Relapse'WholeTumor PLCD4 2 219486254 Missense_Mutation G C p.E158Q 419 169 0.403 0.474 4 2 2 259 phospholipaseEC,EdeltaE4 ENST00000450993.2
Case#4'Relapse'WholeTumor CUL3 2 225400319 Missense_Mutation G T p.L102I 161 22 0.137 0.161 4 2 2 90 cullinE3 ENST00000264414.4
Case#4'Relapse'WholeTumor COL4A3 2 228137815 Missense_Mutation G A p.G637R 54 25 0.463 0.544 4 2 2 29 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3
Case#4'Relapse'WholeTumor SPHKAP 2 228882374 Missense_Mutation G A p.R1066W 103 42 0.408 0.479 4 2 2 56 SPHK1Einteractor,EAKAPEdomainEcontaining ENST00000392056.3
Case#4'Relapse'WholeTumor SIRPG 20 1629760 Missense_Mutation C T p.R123Q 526 202 0.384 0.451 4 3 1 406 signal'regulatoryEproteinEgamma ENST00000303415.3
Case#4'Relapse'WholeTumor PTPRA 20 2985771 Nonsense_Mutation C T p.R261* 326 112 0.344 0.404 4 2 2 235 proteinEtyrosineEphosphatase,EreceptorEtype,EA ENST00000216877.6
Case#4'Relapse'WholeTumor PTPRT 20 41408885 Missense_Mutation C T p.E181K 199 84 0.422 0.496 4 2 2 147 proteinEtyrosineEphosphatase,EreceptorEtype,ET ENST00000373187.1
Case#4'Relapse'WholeTumor WFDC12 20 43752816 Missense_Mutation C T p.G57E 136 52 0.382 0.450 4 2 2 89 WAPEfour'disulfideEcoreEdomainE12 ENST00000372785.3
Case#4'Relapse'WholeTumor ZSWIM1 20 44512136 Missense_Mutation C T p.A302V 92 25 0.272 0.319 4 2 2 83 zincEfinger,ESWIM'typeEcontainingE1 ENST00000372523.1

Case#4'Relapse'WholeTumor SLC12A5 20 44663604 Missense_Mutation G A p.E47K 241 81 0.336 0.395 4 2 2 229
soluteEcarrierEfamilyE12E(potassium/chlorideEtransporter),EmemberE

5 ENST00000454036.2
Case#4'Relapse'WholeTumor SULF2 20 46307419 Splice_Site C T 111 43 0.387 0.455 4 2 2 72 sulfataseE2 ENST00000359930.4
Case#4'Relapse'WholeTumor CSE1L 20 47688977 Missense_Mutation T G p.V308G 262 108 0.412 0.485 4 2 2 133 CSE1EchromosomeEsegregationE1'likeE(yeast) ENST00000262982.2
Case#4'Relapse'WholeTumor TSHZ2 20 51872411 Missense_Mutation C T p.A805V 121 56 0.463 0.544 4 2 2 70 teashirtEzincEfingerEhomeoboxE2 ENST00000371497.5
Case#4'Relapse'WholeTumor EDN3 20 57876722 Missense_Mutation G A p.D104N 187 73 0.390 0.459 4 2 2 120 endothelinE3 ENST00000337938.2
Case#4'Relapse'WholeTumor CDH26 20 58562571 Nonsense_Mutation C T p.R301* 201 84 0.418 0.491 4 2 2 89 cadherinE26 ENST00000244047.5
Case#4'Relapse'WholeTumor ZNF512B 20 62595699 Missense_Mutation G A p.S436F 144 56 0.389 0.457 4 2 2 73 zincEfingerEproteinE512B ENST00000450537.1
Case#4'Relapse'WholeTumor ETS2 21 40188935 Missense_Mutation A T p.N170I 194 34 0.175 0.206 4 2 2 99 v'etsEavianEerythroblastosisEvirusEE26EoncogeneEhomologE2 ENST00000360214.3
Case#4'Relapse'WholeTumor FAM230A 22 20710213 Missense_Mutation A T p.T649S 428 39 0.091 0.096 13 9 4 58 familyEwithEsequenceEsimilarityE230,EmemberEA ENST00000434783.3
Case#4'Relapse'WholeTumor IL2RB 22 37524258 Missense_Mutation G A p.P512S 118 44 0.373 0.438 4 2 2 54 interleukinE2Ereceptor,Ebeta ENST00000216223.5
Case#4'Relapse'WholeTumor PLXNB2 22 50721492 Missense_Mutation C T p.V935I 93 7 0.075 0.088 4 2 2 65 plexinEB2 ENST00000449103.1
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Case#4'Relapse'WholeTumor SHANK3 22 51117034 Missense_Mutation G T p.D121Y 167 33 0.198 0.232 4 2 2 78 SH3EandEmultipleEankyrinErepeatEdomainsE3 ENST00000414786.2
Case#4'Relapse'WholeTumor ITPR1 3 4725411 Missense_Mutation G A p.V1128M 134 37 0.276 0.341 3 2 1 101 inositolE1,4,5'trisphosphateEreceptor,EtypeE1 ENST00000443694.2
Case#4'Relapse'WholeTumor GRM7 3 7456752 Missense_Mutation G A p.R359K 162 25 0.154 0.190 3 2 1 132 glutamateEreceptor,EmetabotropicE7 ENST00000357716.4
Case#4'Relapse'WholeTumor IRAK2 3 10251282 Missense_Mutation C T p.P145L 91 27 0.297 0.366 3 2 1 43 interleukin'1Ereceptor'associatedEkinaseE2 ENST00000256458.4
Case#4'Relapse'WholeTumor RFTN1 3 16399542 Missense_Mutation C T p.G348D 95 45 0.474 0.585 3 2 1 64 raftlin,ElipidEraftElinkerE1 ENST00000334133.4
Case#4'Relapse'WholeTumor SCN5A 3 38674744 Missense_Mutation C T p.E19K 73 40 0.548 0.676 3 2 1 80 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4
Case#4'Relapse'WholeTumor SCN10A 3 38751016 Missense_Mutation G A p.L1412F 151 70 0.464 0.572 3 2 1 155 sodiumEchannel,Evoltage'gated,EtypeEX,EalphaEsubunit ENST00000449082.2
Case#4'Relapse'WholeTumor SCN11A 3 38888372 Missense_Mutation C T p.R1730K 210 93 0.443 0.547 3 2 1 304 sodiumEchannel,Evoltage'gated,EtypeEXI,EalphaEsubunit ENST00000302328.3
Case#4'Relapse'WholeTumor MYRIP 3 40291738 Missense_Mutation C T p.S763L 144 33 0.229 0.283 3 2 1 118 myosinEVIIAEandERabEinteractingEprotein ENST00000302541.6
Case#4'Relapse'WholeTumor FAM198A 3 43074665 Missense_Mutation T C p.S304P 86 12 0.140 0.172 3 2 1 62 familyEwithEsequenceEsimilarityE198,EmemberEA ENST00000430121.2
Case#4'Relapse'WholeTumor FAM198A 3 43074831 Missense_Mutation G A p.R359Q 110 7 0.064 0.079 3 2 1 78 familyEwithEsequenceEsimilarityE198,EmemberEA ENST00000430121.2
Case#4'Relapse'WholeTumor RAD54L2 3 51668017 Missense_Mutation T A p.F370I 93 7 0.075 0.093 3 2 1 76 RAD54'likeE2E(S.Ecerevisiae) ENST00000409535.2
Case#4'Relapse'WholeTumor DNAH1 3 52430526 Missense_Mutation G A p.G3801D 103 6 0.058 0.072 3 2 1 68 dynein,Eaxonemal,EheavyEchainE1 ENST00000420323.2
Case#4'Relapse'WholeTumor FLNB 3 58118606 Missense_Mutation G A p.E1488K 156 41 0.263 0.324 3 2 1 147 filaminEB,Ebeta ENST00000295956.4
Case#4'Relapse'WholeTumor FLNB 3 58133951 Missense_Mutation C T p.S1916F 127 38 0.299 0.369 3 2 1 91 filaminEB,Ebeta ENST00000295956.4
Case#4'Relapse'WholeTumor UBA3 3 69120709 Missense_Mutation A C p.N108K 173 60 0.347 0.428 3 2 1 73 ubiquitin'likeEmodifierEactivatingEenzymeE3 ENST00000361055.4
Case#4'Relapse'WholeTumor ROBO2 3 77571939 Missense_Mutation G A p.D274N 93 30 0.323 0.398 3 2 1 87 roundabout,EaxonEguidanceEreceptor,EhomologE2E(Drosophila) ENST00000461745.1
Case#4'Relapse'WholeTumor CD96 3 111319630 Missense_Mutation C G p.S335C 126 33 0.262 0.323 3 2 1 73 CD96Emolecule ENST00000283285.5
Case#4'Relapse'WholeTumor DRD3 3 113858514 Missense_Mutation G A p.P186S 66 35 0.530 0.655 3 2 1 54 dopamineEreceptorED3 ENST00000460779.1
Case#4'Relapse'WholeTumor COL6A6 3 130289826 Missense_Mutation G A p.D856N 153 82 0.536 0.661 3 2 1 100 collagen,EtypeEVI,EalphaE6 ENST00000358511.6
Case#4'Relapse'WholeTumor PRR23B 3 138739020 Missense_Mutation C T p.E162K 115 54 0.470 0.580 3 2 1 74 prolineErichE23B ENST00000329447.5
Case#4'Relapse'WholeTumor CLSTN2 3 140140069 Missense_Mutation C T p.T247I 193 101 0.523 0.646 3 2 1 253 calsynteninE2 ENST00000458420.3
Case#4'Relapse'WholeTumor PLS1 3 142408605 Missense_Mutation C T p.P376L 98 14 0.143 0.176 3 2 1 90 plastinE1 ENST00000337777.3
Case#4'Relapse'WholeTumor MECOM 3 168834174 Missense_Mutation G A p.P308S 214 62 0.290 0.358 3 2 1 165 MDS1EandEEVI1EcomplexElocus ENST00000464456.1
Case#4'Relapse'WholeTumor LRRIQ4 3 169540280 Missense_Mutation G A p.E191K 149 46 0.309 0.381 3 2 1 121 leucine'richErepeatsEandEIQEmotifEcontainingE4 ENST00000340806.6
Case#4'Relapse'WholeTumor LIPH 3 185237097 Splice_Site C T p.G240E 91 43 0.473 0.583 3 2 1 55 lipase,EmemberEH ENST00000296252.4
Case#4'Relapse'WholeTumor TP63 3 189585721 Missense_Mutation G A p.E328K 196 51 0.260 0.321 3 2 1 105 tumorEproteinEp63 ENST00000264731.3
Case#4'Relapse'WholeTumor DLG1 3 196786775 Missense_Mutation G A p.S834F 96 21 0.219 0.270 3 2 1 87 discs,ElargeEhomologE1E(Drosophila) ENST00000419354.1
Case#4'Relapse'WholeTumor DHX15 4 24531266 Missense_Mutation G A p.T743I 223 38 0.170 0.200 4 2 2 176 DEAHE(Asp'Glu'Ala'His)EboxEhelicaseE15 ENST00000336812.4
Case#4'Relapse'WholeTumor ERVMER34'1 4 53610260 Nonsense_Mutation CC TT p.W476* 140 52 0.371 0.437 4 2 2 49 endogenousEretrovirusEgroupEMER34,EmemberE1 ENST00000443173.1
Case#4'Relapse'WholeTumor SULT1E1 4 70723251 Missense_Mutation C T p.D38N 213 84 0.394 0.464 4 2 2 135 sulfotransferaseEfamilyE1E,Eestrogen'preferring,EmemberE1 ENST00000226444.3
Case#4'Relapse'WholeTumor SDAD1 4 76877139 Nonsense_Mutation G A p.R669* 267 117 0.438 0.515 4 2 2 175 SDA1EdomainEcontainingE1 ENST00000356260.5
Case#4'Relapse'WholeTumor GRID2 4 94138027 Missense_Mutation T C p.C310R 259 55 0.212 0.250 4 2 2 146 glutamateEreceptor,Eionotropic,EdeltaE2 ENST00000282020.4
Case#4'Relapse'WholeTumor ADH7 4 100341946 Missense_Mutation T G p.K202T 128 62 0.484 0.569 4 2 2 76 alcoholEdehydrogenaseE7E(classEIV),EmuEorEsigmaEpolypeptide ENST00000209665.4
Case#4'Relapse'WholeTumor DNAJB14 4 100827712 Nonsense_Mutation G A p.R232* 197 79 0.401 0.471 4 2 2 139 DnaJE(Hsp40)Ehomolog,EsubfamilyEB,EmemberE14 ENST00000442697.2
Case#4'Relapse'WholeTumor BANK1 4 102839287 Missense_Mutation G A p.A383T 106 7 0.066 0.078 4 2 2 62 B'cellEscaffoldEproteinEwithEankyrinErepeatsE1 ENST00000322953.4
Case#4'Relapse'WholeTumor TET2 4 106197130 Missense_Mutation T G p.D1821E 78 27 0.346 0.407 4 2 2 60 tetEmethylcytosineEdioxygenaseE2 ENST00000540549.1
Case#4'Relapse'WholeTumor NDST4 4 115750954 Missense_Mutation CC TT p.830_831MD>IN 92 39 0.424 0.498 4 2 2 90 N'deacetylase/N'sulfotransferaseE(heparanEglucosaminyl)E4 ENST00000264363.2
Case#4'Relapse'WholeTumor INPP4B 4 143094937 Missense_Mutation A G p.S403P 150 30 0.200 0.235 4 2 2 112 inositolEpolyphosphate'4'phosphatase,EtypeEII,E105kDa ENST00000513000.1
Case#4'Relapse'WholeTumor NR3C2 4 149041348 Missense_Mutation C T p.E868K 99 42 0.424 0.499 4 2 2 65 nuclearEreceptorEsubfamilyE3,EgroupEC,EmemberE2 ENST00000358102.3
Case#4'Relapse'WholeTumor RPS3A 4 152024138 Missense_Mutation A C p.Q38P 206 11 0.053 0.063 4 2 2 124 ribosomalEproteinES3A ENST00000509736.1
Case#4'Relapse'WholeTumor AADAT 4 170983060 Missense_Mutation G A p.P407S 106 36 0.340 0.399 4 2 2 68 aminoadipateEaminotransferase ENST00000337664.4
Case#4'Relapse'WholeTumor TENM3 4 183696244 Missense_Mutation G A p.E1748K 127 57 0.449 0.528 4 2 2 78 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#4'Relapse'WholeTumor TENM3 4 183710475 Missense_Mutation G A p.G1845E 280 100 0.357 0.420 4 2 2 136 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#4'Relapse'WholeTumor KIAA0947 5 5464375 Missense_Mutation C T p.P1643L 119 25 0.210 0.259 3 2 1 71 ENST00000296564.7
Case#4'Relapse'WholeTumor PRDM9 5 23526641 Missense_Mutation G A p.G482R 246 120 0.488 0.602 3 2 1 179 PREdomainEcontainingE9 ENST00000296682.3
Case#4'Relapse'WholeTumor NIPBL 5 37014813 Missense_Mutation C T p.S1530F 83 13 0.157 0.193 3 2 1 51 Nipped'BEhomologE(Drosophila) ENST00000282516.8
Case#4'Relapse'WholeTumor DDX4 5 55077770 Missense_Mutation G A p.D196N 187 53 0.283 0.350 3 2 1 139 DEADE(Asp'Glu'Ala'Asp)EboxEpolypeptideE4 ENST00000505374.1
Case#4'Relapse'WholeTumor ANKRA2 5 72858439 Missense_Mutation C T p.V90M 210 110 0.524 0.647 3 2 1 114 ankyrinErepeat,EfamilyEAE(RFXANK'like),E2 ENST00000296785.3
Case#4'Relapse'WholeTumor IQGAP2 5 75866423 Nonsense_Mutation C T p.R108* 358 172 0.480 0.593 3 2 1 236 IQEmotifEcontainingEGTPaseEactivatingEproteinE2 ENST00000274364.6
Case#4'Relapse'WholeTumor AGGF1 5 76332468 Missense_Mutation G T p.V202L 116 8 0.069 0.085 3 2 1 84 angiogenicEfactorEwithEGEpatchEandEFHAEdomainsE1 ENST00000312916.7
Case#4'Relapse'WholeTumor PCSK1 5 95729001 Missense_Mutation C T p.D656N 100 21 0.210 0.259 3 2 1 136 proproteinEconvertaseEsubtilisin/kexinEtypeE1 ENST00000311106.3
Case#4'Relapse'WholeTumor PCDHA10 5 140237666 Missense_Mutation C T p.S678L 140 37 0.264 0.326 3 2 1 174 protocadherinEalphaE10 ENST00000307360.5
Case#4'Relapse'WholeTumor PCDHB5 5 140515210 Missense_Mutation G A p.R65Q 59 36 0.610 0.753 3 2 1 53 protocadherinEbetaE5 ENST00000231134.5
Case#4'Relapse'WholeTumor PCDHB6 5 140530818 Missense_Mutation G A p.G327E 193 93 0.482 0.595 3 2 1 133 protocadherinEbetaE6 ENST00000231136.1
Case#4'Relapse'WholeTumor PCDHGB3 5 140750285 Missense_Mutation G T p.M108I 170 49 0.288 0.356 3 2 1 124 protocadherinEgammaEsubfamilyEB,E3 ENST00000576222.1
Case#4'Relapse'WholeTumor PCDHGA10 5 140795122 Missense_Mutation C T p.P794S 288 77 0.267 0.330 3 2 1 203 protocadherinEgammaEsubfamilyEA,E10 ENST00000398610.2
Case#4'Relapse'WholeTumor GABRP 5 170222377 Missense_Mutation G A p.G136R 137 24 0.175 0.216 3 2 1 78 gamma'aminobutyricEacidE(GABA)EAEreceptor,Epi ENST00000518525.1
Case#4'Relapse'WholeTumor STK10 5 171532741 Splice_Site C A p.W263C 75 16 0.213 0.263 3 2 1 65 serine/threonineEkinaseE10 ENST00000176763.5
Case#4'Relapse'WholeTumor F13A1 6 6224978 Missense_Mutation C A p.S305I 361 97 0.269 0.300 6 4 2 139 coagulationEfactorEXIII,EA1Epolypeptide ENST00000264870.3
Case#4'Relapse'WholeTumor HIVEP1 6 12121325 Missense_Mutation CC TT p.P433F 218 28 0.128 0.143 6 4 2 106 humanEimmunodeficiencyEvirusEtypeEIEenhancerEbindingEproteinE1 ENST00000379388.2
Case#4'Relapse'WholeTumor ANKS1A 6 34951202 Splice_Site GG AA p.G338K 301 86 0.286 0.319 6 4 2 79 ankyrinErepeatEandEsterileEalphaEmotifEdomainEcontainingE1A ENST00000360359.3
Case#4'Relapse'WholeTumor FAM83B 6 54735423 Missense_Mutation C T p.P127S 108 17 0.157 0.176 6 4 2 52 familyEwithEsequenceEsimilarityE83,EmemberEB ENST00000306858.7
Case#4'Relapse'WholeTumor FAM83B 6 54806267 Missense_Mutation C G p.S833C 194 33 0.170 0.190 6 4 2 90 familyEwithEsequenceEsimilarityE83,EmemberEB ENST00000306858.7
Case#4'Relapse'WholeTumor GFRAL 6 55198740 Missense_Mutation C T p.S105L 395 206 0.522 0.583 6 4 2 107 GDNFEfamilyEreceptorEalphaElike ENST00000340465.2
Case#4'Relapse'WholeTumor DST 6 56422239 Missense_Mutation G T p.Q4629K 494 267 0.540 0.604 6 4 2 198 dystonin ENST00000361203.3
Case#4'Relapse'WholeTumor PRIM2 6 57512471 Splice_Site G A 494 72 0.146 0.166 5 3 2 324 primase,EDNA,EpolypeptideE2E(58kDa) ENST00000389488.2

Case#4'Relapse'WholeTumor KHDC3L 6 74073531 Missense_Mutation C G p.A201G 77 10 0.130 0.176 2 2 0 91
KHEdomainEcontainingE3'like,EsubcorticalEmaternalEcomplexE

member ENST00000370367.3
Case#4'Relapse'WholeTumor THEMIS 6 128135008 Missense_Mutation C T p.D260N 87 61 0.701 0.947 2 2 0 85 thymocyteEselectionEassociated ENST00000368248.2
Case#4'Relapse'WholeTumor PTPRK 6 128326312 Missense_Mutation C T p.R803Q 108 74 0.685 0.926 2 2 0 120 proteinEtyrosineEphosphatase,EreceptorEtype,EK ENST00000368215.3
Case#4'Relapse'WholeTumor BCLAF1 6 136593183 Missense_Mutation G C p.H665D 228 20 0.088 0.103 4 2 2 86 BCL2'associatedEtranscriptionEfactorE1 ENST00000531224.1
Case#4'Relapse'WholeTumor NOX3 6 155761246 Missense_Mutation G T p.T171K 60 5 0.083 0.113 2 2 0 53 NADPHEoxidaseE3 ENST00000159060.2
Case#4'Relapse'WholeTumor SUN1 7 881668 Missense_Mutation C T p.H118Y 85 7 0.082 0.111 2 1 1 82 Sad1EandEUNC84EdomainEcontainingE1 ENST00000405266.1

Case#4'Relapse'WholeTumor CCZ1B 7 6844574 Missense_Mutation C G p.M367I 130 12 0.092 0.125 2 1 1 126
CCZ1EvacuolarEproteinEtraffickingEandEbiogenesisEassociatedE

homologEBE(S.Ecerevisiae) ENST00000316731.8
Case#4'Relapse'WholeTumor VWDE 7 12396999 Missense_Mutation A T p.S1139R 85 28 0.329 0.445 2 1 1 131 vonEWillebrandEfactorEDEandEEGFEdomains ENST00000275358.3
Case#4'Relapse'WholeTumor HDAC9 7 18788735 Missense_Mutation G A p.E670K 96 27 0.281 0.380 2 1 1 106 histoneEdeacetylaseE9 ENST00000432645.2
Case#4'Relapse'WholeTumor HDAC9 7 18993787 Missense_Mutation G A p.D983N 65 21 0.323 0.437 2 1 1 69 histoneEdeacetylaseE9 ENST00000432645.2
Case#4'Relapse'WholeTumor ABCB5 7 20795083 Missense_Mutation G A p.G1204R 75 29 0.387 0.523 2 1 1 55 ATP'bindingEcassette,Esub'familyEBE(MDR/TAP),EmemberE5 ENST00000404938.2
Case#4'Relapse'WholeTumor C7orf31 7 25181912 Missense_Mutation T C p.H300R 108 7 0.065 0.088 2 1 1 59 chromosomeE7EopenEreadingEframeE31 ENST00000409280.1
Case#4'Relapse'WholeTumor STYXL1 7 75633078 Missense_Mutation A G p.I232T 56 10 0.179 0.241 2 1 1 64 serine/threonine/tyrosineEinteracting'likeE1 ENST00000248600.1
Case#4'Relapse'WholeTumor PCLO 7 82581909 Missense_Mutation G A p.P2787L 132 46 0.348 0.471 2 1 1 220 piccoloEpresynapticEcytomatrixEprotein ENST00000333891.9
Case#4'Relapse'WholeTumor TECPR1 7 97866139 Missense_Mutation G A p.A377V 75 26 0.347 0.468 2 1 1 79 tectoninEbeta'propellerErepeatEcontainingE1 ENST00000447648.2
Case#4'Relapse'WholeTumor SH2B2 7 101928495 Missense_Mutation G C p.A16P 72 5 0.069 0.094 2 1 1 50 SH2BEadaptorEproteinE2 ENST00000536178.1
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Case#4'Relapse'WholeTumor POT1 7 124503424 Missense_Mutation C T p.G176R 102 45 0.441 0.596 2 1 1 95 protectionEofEtelomeresE1 ENST00000357628.3
Case#4'Relapse'WholeTumor LRGUK 7 133932357 Missense_Mutation T C p.M678T 116 8 0.069 0.093 2 1 1 66 leucine'richErepeatsEandEguanylateEkinaseEdomainEcontaining ENST00000285928.2
Case#4'Relapse'WholeTumor BRAF 7 140453135 Missense_Mutation CA TT p.V600E 119 44 0.370 0.500 2 1 1 84 B'RafEproto'oncogene,Eserine/threonineEkinase ENST00000288602.6
Case#4'Relapse'WholeTumor CLEC5A 7 141635733 Missense_Mutation C T p.E76K 90 38 0.422 0.571 2 1 1 130 C'typeElectinEdomainEfamilyE5,EmemberEA ENST00000546910.1
Case#4'Relapse'WholeTumor MGAM 7 141750519 Missense_Mutation C T p.S887L 97 37 0.381 0.515 2 1 1 132 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2
Case#4'Relapse'WholeTumor RP11'1220K2.2 7 141889282 Nonsense_Mutation G A p.W1441* 143 61 0.427 0.576 2 1 1 167 ENST00000477922.3
Case#4'Relapse'WholeTumor CTAGE15 7 143270172 Missense_Mutation A G p.E421G 105 9 0.086 0.116 2 1 1 117 CTAGEEfamily,EmemberE15 ENST00000420911.2
Case#4'Relapse'WholeTumor OR6B1 7 143701367 Missense_Mutation C T p.S93F 142 33 0.232 0.314 2 1 1 246 olfactoryEreceptor,EfamilyE6,EsubfamilyEB,EmemberE1 ENST00000408922.2
Case#4'Relapse'WholeTumor LRRC61 7 150034378 Missense_Mutation A G p.N143S 21 4 0.190 0.257 2 1 1 53 leucineErichErepeatEcontainingE61 ENST00000359623.4
Case#4'Relapse'WholeTumor MYOM2 8 2077195 Missense_Mutation G A p.E1259K 175 31 0.177 0.208 4 2 2 90 myomesinE2 ENST00000262113.4
Case#4'Relapse'WholeTumor ZNF705G 8 7215569 Missense_Mutation G A p.H278Y 1191 238 0.200 0.235 4 2 2 727 zincEfingerEproteinE705G ENST00000400156.4
Case#4'Relapse'WholeTumor PCM1 8 17817553 Missense_Mutation G T p.A691S 117 6 0.051 0.063 3 2 1 120 pericentriolarEmaterialE1 ENST00000519253.1
Case#4'Relapse'WholeTumor FZD3 8 28385409 Missense_Mutation C T p.P378S 292 146 0.500 0.617 3 2 1 217 frizzledEclassEreceptorE3 ENST00000240093.3
Case#4'Relapse'WholeTumor DUSP4 8 29195991 Missense_Mutation G A p.L203F 99 47 0.475 0.586 3 2 1 103 dualEspecificityEphosphataseE4 ENST00000240100.2
Case#4'Relapse'WholeTumor C8orf86 8 38370002 Missense_Mutation G A p.P192L 159 41 0.258 0.318 3 2 1 129 chromosomeE8EopenEreadingEframeE86 ENST00000358138.1
Case#4'Relapse'WholeTumor TACC1 8 38684765 Missense_Mutation C T p.S511F 201 96 0.478 0.589 3 2 1 136 transforming,EacidicEcoiled'coilEcontainingEproteinE1 ENST00000317827.4
Case#4'Relapse'WholeTumor ZMAT4 8 40532391 Missense_Mutation G A p.P137S 99 44 0.444 0.549 3 2 1 87 zincEfinger,Ematrin'typeE4 ENST00000297737.6
Case#4'Relapse'WholeTumor ANK1 8 41573301 Missense_Mutation C T p.E491K 94 55 0.585 0.722 3 2 1 122 ankyrinE1,Eerythrocytic ENST00000347528.4
Case#4'Relapse'WholeTumor HOOK3 8 42841811 Missense_Mutation C T p.R469C 149 30 0.201 0.249 3 2 1 117 hookEmicrotubule'tetheringEproteinE3 ENST00000307602.4
Case#4'Relapse'WholeTumor SNTG1 8 51415354 Missense_Mutation A T p.N127I 79 47 0.595 0.734 3 2 1 31 syntrophin,EgammaE1 ENST00000522124.1
Case#4'Relapse'WholeTumor PXDNL 8 52320757 Nonsense_Mutation G A p.Q1143* 110 49 0.445 0.550 3 2 1 93 peroxidasinEhomologE(Drosophila)'like ENST00000356297.4
Case#4'Relapse'WholeTumor NKAIN3 8 63492222 Missense_Mutation G A p.R60Q 119 62 0.521 0.643 3 2 1 135 Na+/K+EtransportingEATPaseEinteractingE3 ENST00000523211.1
Case#4'Relapse'WholeTumor MCMDC2 8 67789615 Missense_Mutation C T p.P106L 139 62 0.446 0.551 3 2 1 116 minichromosomeEmaintenanceEdomainEcontainingE2 ENST00000422365.2
Case#4'Relapse'WholeTumor FABP4 8 82392716 Missense_Mutation G A p.S64F 133 31 0.233 0.288 3 2 1 66 fattyEacidEbindingEproteinE4,Eadipocyte ENST00000256104.4
Case#4'Relapse'WholeTumor LRRCC1 8 86049698 Splice_Site G A 94 20 0.213 0.263 3 2 1 69 leucineErichErepeatEandEcoiled'coilEcentrosomalEproteinE1 ENST00000360375.3

Case#4'Relapse'WholeTumor SLC7A13 8 87226860 Missense_Mutation G A p.P399S 124 30 0.242 0.299 3 2 1 71
soluteEcarrierEfamilyE7E(anionicEaminoEacidEtransporter),EmemberE

13 ENST00000297524.3
Case#4'Relapse'WholeTumor CNGB3 8 87645012 Missense_Mutation C T p.G430R 113 53 0.469 0.579 3 2 1 114 cyclicEnucleotideEgatedEchannelEbetaE3 ENST00000320005.5
Case#4'Relapse'WholeTumor SYBU 8 110587514 Missense_Mutation G A p.A538V 114 24 0.211 0.260 3 2 1 62 syntabulinE(syntaxin'interacting) ENST00000422135.1
Case#4'Relapse'WholeTumor FAM84B 8 127569041 Missense_Mutation C G p.W198C 81 27 0.333 0.411 3 2 1 73 familyEwithEsequenceEsimilarityE84,EmemberEB ENST00000304916.3
Case#4'Relapse'WholeTumor POU5F1B 8 128428150 Missense_Mutation CC TT p.P14S 117 69 0.590 0.728 3 2 1 76 POUEclassE5EhomeoboxE1B ENST00000465342.2
Case#4'Relapse'WholeTumor ASAP1 8 131130447 Nonsense_Mutation G A p.Q614* 165 76 0.461 0.568 3 2 1 72 ArfGAPEwithESH3Edomain,EankyrinErepeatEandEPHEdomainE1 ENST00000518721.1

Case#4'Relapse'WholeTumor EEF1D 8 144663474 Missense_Mutation C T p.G72S 90 19 0.211 0.261 3 2 1 51
eukaryoticEtranslationEelongationEfactorE1EdeltaE(guanineE

nucleotideEexchangeEprotein) ENST00000529272.1
Case#4'Relapse'WholeTumor SCRT1 8 145559810 Nonsense_Mutation T A p.K8* 97 53 0.546 0.674 3 2 1 42 scratchEfamilyEzincEfingerE1 ENST00000332135.4
Case#4'Relapse'WholeTumor TONSL 8 145666213 Missense_Mutation C T p.R351Q 121 36 0.298 0.367 3 2 1 106 tonsoku'like,EDNAErepairEprotein ENST00000409379.3
Case#4'Relapse'WholeTumor C8orf33 8 146278132 Missense_Mutation G A p.R56K 173 47 0.272 0.335 3 2 1 96 chromosomeE8EopenEreadingEframeE33 ENST00000331434.6
Case#4'Relapse'WholeTumor AK3 9 4740973 Missense_Mutation C T p.G39R 54 37 0.685 0.926 2 2 0 28 adenylateEkinaseE3 ENST00000381809.3
Case#4'Relapse'WholeTumor IFNA7 9 21201768 Missense_Mutation G A p.P133S 299 213 0.712 0.963 2 2 0 96 interferon,EalphaE7 ENST00000239347.3
Case#4'Relapse'WholeTumor GALT 9 34646742 Missense_Mutation C T p.A14V 116 30 0.259 0.349 2 2 0 156 galactose'1'phosphateEuridylyltransferase ENST00000378842.3
Case#4'Relapse'WholeTumor SPATA31A7 9 65506215 Missense_Mutation C T p.E449K 242 59 0.244 0.301 3 2 1 276 SPATA31EsubfamilyEA,EmemberE7 ENST00000355045.2
Case#4'Relapse'WholeTumor ERCC6L2 9 98638288 Start_Codon_SNP A G p.M1V 80 8 0.100 0.135 2 2 0 52 excisionErepairEcross'complementationEgroupE6'likeE2 ENST00000288985.7
Case#4'Relapse'WholeTumor CTNNAL1 9 111727670 Missense_Mutation C G p.E527Q 117 7 0.060 0.081 2 2 0 102 cateninE(cadherin'associatedEprotein),Ealpha'likeE1 ENST00000325551.4
Case#4'Relapse'WholeTumor EPB41L4B 9 111945049 Missense_Mutation T G p.N816T 154 11 0.071 0.097 2 2 0 154 erythrocyteEmembraneEproteinEbandE4.1ElikeE4B ENST00000374566.3
Case#4'Relapse'WholeTumor C9orf84 9 114454544 Missense_Mutation T C p.E1174G 112 6 0.054 0.072 2 2 0 126 chromosomeE9EopenEreadingEframeE84 ENST00000318737.4
Case#4'Relapse'WholeTumor TNFSF15 9 117568247 Missense_Mutation C T p.E16K 38 23 0.605 0.818 2 2 0 38 tumorEnecrosisEfactorE(ligand)Esuperfamily,EmemberE15 ENST00000374045.4
Case#4'Relapse'WholeTumor DNLZ 9 139256468 Missense_Mutation C G p.S178T 35 6 0.171 0.232 2 2 0 49 DNL'typeEzincEfinger ENST00000371738.3
Case#4'Relapse'WholeTumor EXD3 9 140243844 Missense_Mutation C T p.C545Y 27 4 0.148 0.200 2 2 0 28 exonucleaseE3''5'EdomainEcontainingE3 ENST00000340951.4
Case#4'Relapse'WholeTumor CLCN4 X 10181775 Missense_Mutation G A p.G544E 106 84 0.792 NA NA NA NA 76 chlorideEchannel,Evoltage'sensitiveE4 ENST00000380833.4
Case#4'Relapse'WholeTumor TLR8 X 12938028 Missense_Mutation G A p.R290Q 73 57 0.781 NA NA NA NA 53 toll'likeEreceptorE8 ENST00000218032.6
Case#4'Relapse'WholeTumor MAOB X 43656509 Missense_Mutation C A p.A161S 59 6 0.102 NA NA NA NA 70 monoamineEoxidaseEB ENST00000378069.4
Case#4'Relapse'WholeTumor MAOB X 43698248 Nonsense_Mutation G A p.Q49* 33 26 0.788 NA NA NA NA 38 monoamineEoxidaseEB ENST00000378069.4
Case#4'Relapse'WholeTumor STARD8 X 67937976 Missense_Mutation G A p.R327Q 100 6 0.060 NA NA NA NA 75 StAR'relatedElipidEtransferE(START)EdomainEcontainingE8 ENST00000252336.6
Case#4'Relapse'WholeTumor MAGEE1 X 75648447 Missense_Mutation G T p.G42C 113 43 0.381 NA NA NA NA 80 melanomaEantigenEfamilyEE,E1 ENST00000361470.2
Case#4'Relapse'WholeTumor POF1B X 84562231 Missense_Mutation T G p.T368P 51 39 0.765 NA NA NA NA 47 prematureEovarianEfailure,E1B ENST00000262753.4
Case#4'Relapse'WholeTumor PCDH19 X 99661471 Missense_Mutation C T p.E709K 22 17 0.773 NA NA NA NA 30 protocadherinE19 ENST00000373034.4
Case#4'Relapse'WholeTumor ESX1 X 103495543 Missense_Mutation C T p.R196Q 39 33 0.846 NA NA NA NA 42 ESXEhomeoboxE1 ENST00000372588.4
Case#4'Relapse'WholeTumor COL4A5 X 107819152 Missense_Mutation C T p.P187S 59 54 0.915 NA NA NA NA 34 collagen,EtypeEIV,EalphaE5 ENST00000361603.2
Case#4'Relapse'WholeTumor RBMXL3 X 114424215 Missense_Mutation G A p.G71S 131 96 0.733 NA NA NA NA 54 RNAEbindingEmotifEprotein,EX'linked'likeE3 ENST00000424776.3
Case#4'Relapse'WholeTumor SLC6A14 X 115590023 Missense_Mutation G A p.E611K 78 62 0.795 NA NA NA NA 34 soluteEcarrierEfamilyE6E(aminoEacidEtransporter),EmemberE14 ENST00000371900.4
Case#4'Relapse'WholeTumor THOC2 X 122759828 Missense_Mutation G A p.R998C 144 131 0.910 NA NA NA NA 60 THOEcomplexE2 ENST00000245838.8
Case#4'Relapse'WholeTumor IGSF1 X 130411997 Missense_Mutation C T p.G718E 101 80 0.792 NA NA NA NA 61 immunoglobulinEsuperfamily,EmemberE1 ENST00000361420.3
Case#4'Relapse'WholeTumor ABCD1 X 153002661 Missense_Mutation G C p.V482L 134 37 0.276 NA NA NA NA 91 ATP'bindingEcassette,Esub'familyEDE(ALD),EmemberE1 ENST00000218104.3
Case#4'Relapse'WholeTumor F8 X 154156921 Missense_Mutation C T p.R1715Q 87 43 0.494 NA NA NA NA 59 coagulationEfactorEVIII,EprocoagulantEcomponent ENST00000360256.4

Case#2'Baseline'M420 UBR4 1 19446148 Missense_Mutation G A p.S3453F 141 64 0.454 0.466 4 2 2 95 ubiquitinEproteinEligaseEE3EcomponentEn'recogninE4 ENST00000375254.3
Case#2'Baseline'M420 USP48 1 22074689 Nonsense_Mutation G A p.R284* 133 56 0.421 0.432 4 2 2 112 ubiquitinEspecificEpeptidaseE48 ENST00000308271.9
Case#2'Baseline'M420 CSMD2 1 34158630 Missense_Mutation C T p.E191K 135 55 0.407 0.418 4 2 2 153 CUBEandESushiEmultipleEdomainsE2 ENST00000373380.1
Case#2'Baseline'M420 GUCA2A 1 42629134 Missense_Mutation G A p.P75S 99 46 0.465 0.477 4 2 2 114 guanylateEcyclaseEactivatorE2AE(guanylin) ENST00000357001.2
Case#2'Baseline'M420 YBX1 1 43162403 Missense_Mutation C T p.P149S 242 105 0.434 0.445 4 2 2 256 YEboxEbindingEproteinE1 ENST00000321358.7

Case#2'Baseline'M420 EIF2B3 1 45316632 Missense_Mutation C T p.M450I 144 52 0.361 0.371 4 2 2 127
eukaryoticEtranslationEinitiationEfactorE2B,EsubunitE3Egamma,E

58kDa ENST00000360403.2
Case#2'Baseline'M420 TMEM69 1 46159342 Missense_Mutation T G p.F170C 222 102 0.459 0.472 4 2 2 205 transmembraneEproteinE69 ENST00000372025.4
Case#2'Baseline'M420 NRD1 1 52287201 Missense_Mutation C T p.V464M 106 63 0.594 0.610 4 2 2 107 nardilysinE(N'arginineEdibasicEconvertase) ENST00000354831.7
Case#2'Baseline'M420 MROH7 1 55167778 Missense_Mutation C T p.R1101C 108 47 0.435 0.447 4 2 2 115 maestroEheat'likeErepeatEfamilyEmemberE7 ENST00000421030.2
Case#2'Baseline'M420 NFIA 1 61554113 Missense_Mutation A G p.N107S 157 74 0.471 0.484 4 2 2 152 nuclearEfactorEI/A ENST00000403491.3
Case#2'Baseline'M420 WDR78 1 67292573 Missense_Mutation G A p.P757S 207 95 0.459 0.471 4 2 2 184 WDErepeatEdomainE78 ENST00000371026.3
Case#2'Baseline'M420 OVGP1 1 111957517 Missense_Mutation T C p.S536G 76 27 0.355 0.365 4 2 2 39 oviductalEglycoproteinE1,E120kDa ENST00000369732.3

Case#2'Baseline'M420 MAGI3 1 114201725 Nonsense_Mutation GTC TAA p.V885* 71 22 0.310 0.318 4 2 2 76
membraneEassociatedEguanylateEkinase,EWWEandEPDZEdomainE

containingE3 ENST00000307546.9
Case#2'Baseline'M420 CD101 1 117554348 Missense_Mutation C T p.L201F 162 64 0.395 0.405 4 2 2 141 CD101Emolecule ENST00000256652.4

Case#2'Baseline'M420 SPRR3 1 152975659 Frame_Shift_Del

GAGCCAGGCT
GTACCAAGGT

CCCT ' p.E55fs 302 53 0.175 0.180 4 2 2 295 smallEproline'richEproteinE3 ENST00000295367.4
Case#2'Baseline'M420 FCRL5 1 157494225 Missense_Mutation G A p.H695Y 151 56 0.371 0.381 4 2 2 138 FcEreceptor'likeE5 ENST00000361835.3
Case#2'Baseline'M420 OR10K1 1 158435851 Missense_Mutation C T p.P167L 176 85 0.483 0.496 4 2 2 169 olfactoryEreceptor,EfamilyE10,EsubfamilyEK,EmemberE1 ENST00000289451.2
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Case#2'Baseline'M420 SPTA1 1 158582643 Missense_Mutation C G p.E2366D 104 46 0.442 0.454 4 2 2 112 spectrin,Ealpha,EerythrocyticE1 ENST00000368147.4
Case#2'Baseline'M420 ADCY10 1 167830176 Missense_Mutation C T p.R581Q 181 88 0.486 0.499 4 2 2 162 adenylateEcyclaseE10E(soluble) ENST00000367851.4
Case#2'Baseline'M420 FMO1 1 171254450 Missense_Mutation G A p.D456N 179 86 0.480 0.493 4 2 2 145 flavinEcontainingEmonooxygenaseE1 ENST00000354841.4
Case#2'Baseline'M420 FASLG 1 172634863 Missense_Mutation G A p.E185K 129 59 0.457 0.469 4 2 2 124 FasEligandE(TNFEsuperfamily,EmemberE6) ENST00000367721.2
Case#2'Baseline'M420 SLC9C2 1 173506151 Missense_Mutation C T p.G529R 111 54 0.486 0.499 4 2 2 129 soluteEcarrierEfamilyE9,EmemberEC2E(putative) ENST00000367714.3
Case#2'Baseline'M420 CFH 1 196709900 Missense_Mutation G T p.W978C 131 60 0.458 0.470 4 2 2 141 complementEfactorEH ENST00000367429.4
Case#2'Baseline'M420 KIF21B 1 200944701 Missense_Mutation C T p.G1514R 83 34 0.410 0.420 4 2 2 85 kinesinEfamilyEmemberE21B ENST00000422435.2
Case#2'Baseline'M420 NUAK2 1 205272869 Missense_Mutation GG AA p.P532L 88 41 0.466 0.478 4 2 2 59 NUAKEfamily,ESNF1'likeEkinase,E2 ENST00000367157.3

Case#2'Baseline'M420 KCNH1 1 211093144 Missense_Mutation C T p.G434R 291 143 0.491 0.504 4 2 2 277
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE1 ENST00000271751.4
Case#2'Baseline'M420 USH2A 1 215972377 Missense_Mutation C T p.G3277E 176 91 0.517 0.531 4 2 2 204 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#2'Baseline'M420 USH2A 1 216061902 Missense_Mutation C T p.E2697K 110 54 0.491 0.504 4 2 2 119 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#2'Baseline'M420 DISP1 1 223176405 Missense_Mutation C T p.P556S 129 57 0.442 0.453 4 2 2 88 dispatchedEhomologE1E(Drosophila) ENST00000284476.6
Case#2'Baseline'M420 SUSD4 1 223396814 Missense_Mutation G T p.D407E 62 26 0.419 0.430 4 2 2 62 sushiEdomainEcontainingE4 ENST00000343846.3
Case#2'Baseline'M420 OBSCN 1 228494211 Missense_Mutation G A p.G3933E 89 46 0.517 0.530 4 2 2 83 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#2'Baseline'M420 ABCB10 1 229683251 Missense_Mutation T A p.M306L 211 107 0.507 0.520 4 2 2 198 ATP'bindingEcassette,Esub'familyEBE(MDR/TAP),EmemberE10 ENST00000344517.4
Case#2'Baseline'M420 PCNXL2 1 233270779 Missense_Mutation C T p.V1273M 210 99 0.471 0.484 4 2 2 169 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#2'Baseline'M420 OR1C1 1 247920918 Missense_Mutation G A p.S264F 125 57 0.456 0.468 4 2 2 134 olfactoryEreceptor,EfamilyE1,EsubfamilyEC,EmemberE1 ENST00000408896.2
Case#2'Baseline'M420 ARHGAP22 10 49791162 Missense_Mutation G A p.R24W 32 32 1.000 1.053 2 2 0 72 RhoEGTPaseEactivatingEproteinE22 ENST00000249601.4
Case#2'Baseline'M420 DLG5 10 79580911 Missense_Mutation G A p.R1111C 49 48 0.980 1.031 2 2 0 83 discs,ElargeEhomologE5E(Drosophila) ENST00000372391.2
Case#2'Baseline'M420 MUC6 11 1030779 Splice_Site GC TT p.A229N 35 33 0.943 0.992 2 2 0 51 mucinE6,EoligomericEmucus/gel'forming ENST00000421673.2
Case#2'Baseline'M420 OR51I1 11 5461851 Missense_Mutation GG AA p.T298I 58 56 0.966 1.016 2 2 0 127 olfactoryEreceptor,EfamilyE51,EsubfamilyEI,EmemberE1 ENST00000380211.1
Case#2'Baseline'M420 OR5P2 11 7818171 Missense_Mutation C T p.E107K 84 83 0.988 1.040 2 2 0 158 olfactoryEreceptor,EfamilyE5,EsubfamilyEP,EmemberE2 ENST00000329434.2
Case#2'Baseline'M420 OR4A16 11 55110683 Missense_Mutation C T p.P3S 64 64 1.000 1.053 2 2 0 140 olfactoryEreceptor,EfamilyE4,EsubfamilyEA,EmemberE16 ENST00000314721.2
Case#2'Baseline'M420 CTNND1 11 57564280 Missense_Mutation G A p.G258R 108 100 0.926 0.975 2 2 0 210 cateninE(cadherin'associatedEprotein),EdeltaE1 ENST00000399050.4
Case#2'Baseline'M420 IGHMBP2 11 68675723 Missense_Mutation G A p.D123N 46 44 0.957 1.007 2 2 0 128 immunoglobulinEmuEbindingEproteinE2 ENST00000255078.3
Case#2'Baseline'M420 TRIM77 11 89444610 Nonsense_Mutation G A p.W148* 56 50 0.893 0.940 2 2 0 116 tripartiteEmotifEcontainingE77 ENST00000398290.3
Case#2'Baseline'M420 MMP20 11 102487610 Missense_Mutation G A p.P103S 78 76 0.974 1.026 2 2 0 151 matrixEmetallopeptidaseE20 ENST00000260228.2
Case#2'Baseline'M420 GRAMD1B 11 123465478 Nonsense_Mutation C T p.Q126* 75 74 0.987 1.039 2 2 0 98 GRAMEdomainEcontainingE1B ENST00000529750.1
Case#2'Baseline'M420 KCNJ5 11 128781214 Missense_Mutation G A p.G16R 70 64 0.914 0.962 2 2 0 146 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE5 ENST00000338350.4
Case#2'Baseline'M420 ADAMTS15 11 130339181 Missense_Mutation G A p.D523N 34 30 0.882 0.929 2 2 0 74 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E15 ENST00000299164.2
Case#2'Baseline'M420 PRMT8 12 3649955 Missense_Mutation G A p.E87K 140 73 0.521 0.535 4 2 2 142 proteinEarginineEmethyltransferaseE8 ENST00000382622.3
Case#2'Baseline'M420 VWF 12 6103165 Missense_Mutation A T p.L2154Q 140 65 0.464 0.477 4 2 2 109 vonEWillebrandEfactor ENST00000261405.5
Case#2'Baseline'M420 CD163L1 12 7521564 Splice_Site GA ' 94 15 0.160 0.164 4 2 2 84 CD163Emolecule'likeE1 ENST00000313599.3

Case#2'Baseline'M420 PIK3C2G 12 18716366 Missense_Mutation C T p.S1238L 118 51 0.432 0.444 4 2 2 108
phosphatidylinositol'4'phosphateE3'kinase,EcatalyticEsubunitEtypeE

2Egamma ENST00000266497.5
Case#2'Baseline'M420 SLCO1B3 12 21069126 Missense_Mutation G A p.G685E 231 131 0.567 0.582 4 2 2 155 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE1B3 ENST00000381545.3
Case#2'Baseline'M420 KCNJ8 12 21918938 Missense_Mutation C T p.E332K 173 84 0.486 0.498 4 2 2 162 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE8 ENST00000240662.2
Case#2'Baseline'M420 SLC38A4 12 47178369 Missense_Mutation C T p.G150E 66 62 0.939 0.989 2 2 0 97 soluteEcarrierEfamilyE38,EmemberE4 ENST00000447411.1
Case#2'Baseline'M420 DIP2B 12 51118670 Splice_Site G A 71 65 0.915 0.964 2 1 1 151 DIP2Edisco'interactingEproteinE2EhomologEBE(Drosophila) ENST00000301180.5
Case#2'Baseline'M420 MYO1A 12 57422920 Missense_Mutation C T p.E1001K 45 42 0.933 0.982 2 2 0 81 myosinEIA ENST00000442789.2
Case#2'Baseline'M420 C12orf55 12 97180611 Missense_Mutation G A p.E2872K 56 53 0.946 0.996 2 2 0 106 ENST00000524981.4

Case#2'Baseline'M420 GNPTAB 12 102153816 Missense_Mutation G T p.P1081T 82 79 0.963 1.014 2 2 0 136
N'acetylglucosamine'1'phosphateEtransferase,EalphaEandEbetaE

subunits ENST00000299314.7
Case#2'Baseline'M420 TDG 12 104376924 Missense_Mutation C T p.R209C 74 72 0.973 1.024 2 2 0 112 thymine'DNAEglycosylase ENST00000392872.3
Case#2'Baseline'M420 CUX2 12 111757876 Missense_Mutation C T p.T688I 76 65 0.855 0.900 2 2 0 108 cut'likeEhomeoboxE2 ENST00000261726.6
Case#2'Baseline'M420 DNAH10 12 124267722 Missense_Mutation G A p.E243K 92 85 0.924 0.973 2 2 0 162 dynein,Eaxonemal,EheavyEchainE10 ENST00000409039.3
Case#2'Baseline'M420 BRCA2 13 32930738 Missense_Mutation C T p.H2537Y 53 52 0.981 1.033 2 2 0 96 breastEcancerE2,EearlyEonset ENST00000380152.3
Case#2'Baseline'M420 NBEA 13 36124642 Missense_Mutation G A p.G2205E 86 83 0.965 1.016 2 2 0 151 neurobeachin ENST00000400445.3

Case#2'Baseline'M420 NFKBIA 14 35871725 Missense_Mutation G A p.P261S 45 44 0.978 1.029 2 2 0 93
nuclearEfactorEofEkappaElightEpolypeptideEgeneEenhancerEinEB'cellsE

inhibitor,Ealpha ENST00000216797.5
Case#2'Baseline'M420 TTC6 14 38151975 Missense_Mutation G A p.E355K 61 57 0.934 0.984 2 2 0 126 tetratricopeptideErepeatEdomainE6 ENST00000553443.1

Case#2'Baseline'M420 KCNH5 14 63453861 Missense_Mutation G C p.R160G 98 93 0.949 0.999 2 2 0 142
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE5 ENST00000322893.7
Case#2'Baseline'M420 ABCD4 14 74764632 Splice_Site C T 88 42 0.477 0.502 2 2 0 184 ATP'bindingEcassette,Esub'familyEDE(ALD),EmemberE4 ENST00000356924.4
Case#2'Baseline'M420 OR4M2 15 22369306 Missense_Mutation C T p.S244F 720 161 0.224 0.229 4 2 2 727 olfactoryEreceptor,EfamilyE4,EsubfamilyEM,EmemberE2 ENST00000332663.2
Case#2'Baseline'M420 FMN1 15 33261614 Missense_Mutation T C p.E763G 160 62 0.388 0.398 4 2 2 117 forminE1 ENST00000559047.1

Case#2'Baseline'M420 SLC28A2 15 45545451 Missense_Mutation C T p.S13F 161 77 0.478 0.491 4 2 2 145
soluteEcarrierEfamilyE28E(concentrativeEnucleosideEtransporter),E

memberE2 ENST00000347644.3
Case#2'Baseline'M420 CYP1A2 15 75042116 Missense_Mutation G A p.E13K 150 69 0.460 0.472 4 2 2 149 cytochromeEP450,EfamilyE1,EsubfamilyEA,EpolypeptideE2 ENST00000343932.4
Case#2'Baseline'M420 KIAA1199 15 81188289 Nonsense_Mutation G A p.W433* 199 97 0.487 0.500 4 2 2 184 ENST00000394685.3
Case#2'Baseline'M420 PKD1 16 2160895 Missense_Mutation G A p.R1425C 368 151 0.410 0.421 4 2 2 323 polycysticEkidneyEdiseaseE1E(autosomalEdominant) ENST00000262304.4
Case#2'Baseline'M420 DNAH3 16 20974716 Missense_Mutation C T p.G3497E 190 84 0.442 0.454 4 2 2 181 dynein,Eaxonemal,EheavyEchainE3 ENST00000261383.3
Case#2'Baseline'M420 DNAH3 16 21086851 Missense_Mutation C T p.E1001K 120 50 0.417 0.428 4 2 2 92 dynein,Eaxonemal,EheavyEchainE3 ENST00000261383.3
Case#2'Baseline'M420 TNRC6A 16 24815560 Nonsense_Mutation C T p.R1253* 113 56 0.496 0.509 4 2 2 103 trinucleotideErepeatEcontainingE6A ENST00000395799.3
Case#2'Baseline'M420 STX1B 16 31004546 Missense_Mutation G C p.R231G 115 45 0.391 0.402 4 2 2 121 syntaxinE1B ENST00000215095.5
Case#2'Baseline'M420 ITGAM 16 31309065 Splice_Site G A 84 44 0.524 0.538 4 2 2 94 integrin,EalphaEME(complementEcomponentE3EreceptorE3Esubunit) ENST00000287497.8
Case#2'Baseline'M420 ITGAM 16 31309202 Missense_Mutation A T p.E545V 97 57 0.588 0.603 4 2 2 98 integrin,EalphaEME(complementEcomponentE3EreceptorE3Esubunit) ENST00000287497.8
Case#2'Baseline'M420 PAPD5 16 50263084 Missense_Mutation C T p.R538C 107 43 0.402 0.412 4 2 2 117 PAPEassociatedEdomainEcontainingE5 ENST00000561678.1

Case#2'Baseline'M420 OGFOD1 16 56504605 Missense_Mutation C T p.P396L 107 43 0.402 0.412 4 2 2 81
2'oxoglutarateEandEiron'dependentEoxygenaseEdomainEcontainingE

1 ENST00000566157.1
Case#2'Baseline'M420 SLC12A3 16 56947280 Missense_Mutation G A p.G1010E 253 129 0.510 0.523 4 2 2 244 soluteEcarrierEfamilyE12E(sodium/chlorideEtransporter),EmemberE3 ENST00000563236.1
Case#2'Baseline'M420 EXOC3L1 16 67221347 Missense_Mutation C T p.G274E 90 45 0.500 0.513 4 2 2 61 exocystEcomplexEcomponentE3'likeE1 ENST00000314586.6
Case#2'Baseline'M420 HYDIN 16 70977759 Missense_Mutation G A p.L2209F 57 32 0.561 0.576 4 2 2 46 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2
Case#2'Baseline'M420 HYDIN 16 71009082 Missense_Mutation C T p.D1577N 857 204 0.238 0.244 4 2 2 872 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2
Case#2'Baseline'M420 CHST4 16 71570816 Nonsense_Mutation G A p.W79* 154 73 0.474 0.487 4 2 2 126 carbohydrateE(N'acetylglucosamineE6'O)EsulfotransferaseE4 ENST00000338482.5
Case#2'Baseline'M420 JPH3 16 87678364 Missense_Mutation G A p.D295N 394 176 0.447 0.458 4 2 2 387 junctophilinE3 ENST00000284262.2
Case#2'Baseline'M420 DNAH2 17 7702025 Missense_Mutation G A p.E2850K 111 31 0.279 0.289 3 2 1 125 dynein,Eaxonemal,EheavyEchainE2 ENST00000572933.1
Case#2'Baseline'M420 MYH4 17 10358940 Missense_Mutation A T p.F722Y 141 90 0.638 0.661 3 2 1 213 myosin,EheavyEchainE4,EskeletalEmuscle ENST00000255381.2
Case#2'Baseline'M420 DNAH9 17 11607590 Missense_Mutation G A p.G1741D 127 49 0.386 0.399 3 2 1 141 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4
Case#2'Baseline'M420 KRTAP4'5 17 39305785 Missense_Mutation A T p.C79S 384 82 0.214 0.221 3 2 1 362 keratinEassociatedEproteinE4'5 ENST00000343246.4
Case#2'Baseline'M420 ZNF385C 17 40181094 Splice_Site G A p.A226V 37 10 0.270 0.280 3 2 1 63 zincEfingerEproteinE385C ENST00000436535.3
Case#2'Baseline'M420 CDC27 17 45234357 Missense_Mutation G A p.S255F 131 7 0.053 0.055 3 2 1 132 cellEdivisionEcycleE27 ENST00000066544.3
Case#2'Baseline'M420 IGF2BP1 17 47126787 Missense_Mutation C T p.A572V 101 27 0.267 0.277 3 2 1 101 insulin'likeEgrowthEfactorE2EmRNAEbindingEproteinE1 ENST00000290341.3
Case#2'Baseline'M420 SGCA 17 48245845 Missense_Mutation G A p.E166K 141 91 0.645 0.668 3 2 1 167 sarcoglycan,EalphaE(50kDaEdystrophin'associatedEglycoprotein) ENST00000262018.3
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Case#2'Baseline'M420 CD300A 17 72477896 Missense_Mutation A T p.N233I 143 80 0.559 0.579 3 2 1 200 CD300aEmolecule ENST00000360141.3

Case#2'Baseline'M420 RBFOX3 17 77100159 Missense_Mutation G A p.S137F 89 54 0.607 0.628 3 2 1 105 RNAEbindingEprotein,Efox'1EhomologE(C.Eelegans)E3 ENST00000453134.2

Case#2'Baseline'M420 EMILIN2 18 2891917 Missense_Mutation G A p.E598K 89 25 0.281 0.291 3 2 1 112 elastinEmicrofibrilEinterfacerE2 ENST00000254528.3

Case#2'Baseline'M420 IMPACT 18 22023054 Missense_Mutation C T p.P178S 100 61 0.610 0.631 3 2 1 82 impactERWDEdomainEprotein ENST00000284202.4

Case#2'Baseline'M420 DSC1 18 28714538 Missense_Mutation CC TT p.D625N 95 52 0.547 0.567 3 2 1 114 desmocollinE1 ENST00000257198.5

Case#2'Baseline'M420 ALPK2 18 56196344 Missense_Mutation G A p.S1827F 114 71 0.623 0.645 3 2 1 108 alpha'kinaseE2 ENST00000361673.3

Case#2'Baseline'M420 SERPINB8 18 61652436 Missense_Mutation G T p.S226I 119 36 0.303 0.313 3 2 1 141 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE8 ENST00000397985.2

Case#2'Baseline'M420 CNDP1 18 72250811 Missense_Mutation C T p.P442S 157 44 0.280 0.290 3 2 1 188 carnosineEdipeptidaseE1E(metallopeptidaseEM20Efamily) ENST00000358821.3

Case#2'Baseline'M420 PTBP1 19 805050 Missense_Mutation C T p.T252M 160 76 0.475 0.488 4 2 2 185 polypyrimidineEtractEbindingEproteinE1 ENST00000349038.4

Case#2'Baseline'M420 GNG7 19 2515129 Missense_Mutation G A p.S33F 150 72 0.480 0.493 4 2 2 147 guanineEnucleotideEbindingEproteinE(GEprotein),EgammaE7 ENST00000382159.3

Case#2'Baseline'M420 MAP2K2 19 4110574 Missense_Mutation G C p.P128R 131 51 0.389 0.400 4 2 2 162 mitogen'activatedEproteinEkinaseEkinaseE2 ENST00000262948.5

Case#2'Baseline'M420 MUC16 19 9061537 Missense_Mutation C T p.E8637K 180 88 0.489 0.502 4 2 2 158 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#2'Baseline'M420 MUC16 19 9082813 Missense_Mutation G A p.S3001L 159 70 0.440 0.452 4 2 2 167 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#2'Baseline'M420 MUC16 19 9085250 Missense_Mutation C T p.E2189K 171 93 0.544 0.558 4 2 2 154 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#2'Baseline'M420 OR7G3 19 9236942 Missense_Mutation G A p.P229S 189 94 0.497 0.510 4 2 2 168 olfactoryEreceptor,EfamilyE7,EsubfamilyEG,EmemberE3 ENST00000305444.2

Case#2'Baseline'M420 ZNF560 19 9577307 Missense_Mutation C G p.Q772H 295 138 0.468 0.480 4 2 2 264 zincEfingerEproteinE560 ENST00000301480.4

Case#2'Baseline'M420 ZNF563 19 12429713 Missense_Mutation G A p.H376Y 388 179 0.461 0.473 4 2 2 406 zincEfingerEproteinE563 ENST00000293725.5

Case#2'Baseline'M420 EMR3 19 14769339 Missense_Mutation C G p.E127Q 52 4 0.077 0.079 4 2 2 69 egf'likeEmoduleEcontaining,Emucin'like,EhormoneEreceptor'likeE3 ENST00000253673.5

Case#2'Baseline'M420 ABHD8 19 17412109 Missense_Mutation C T p.G106E 18 8 0.444 0.456 4 2 2 20 abhydrolaseEdomainEcontainingE8 ENST00000247706.3

Case#2'Baseline'M420 ARHGAP35 19 47422066 Missense_Mutation C T p.P45L 266 118 0.444 0.455 4 2 2 282 RhoEGTPaseEactivatingEproteinE35 ENST00000404338.3

Case#2'Baseline'M420 SCAF1 19 50156247 Missense_Mutation CC TT p.R868C 334 128 0.383 0.393 4 2 2 339 SR'relatedECTD'associatedEfactorE1 ENST00000360565.3

Case#2'Baseline'M420 LILRB5 19 54759398 Missense_Mutation C T p.A235T 237 116 0.489 0.502 4 2 2 197

leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEBE(withETMEandE

ITIMEdomains),EmemberE5 ENST00000316219.5

Case#2'Baseline'M420 LILRA1 19 55107746 Missense_Mutation C T p.P351S 205 85 0.415 0.426 4 2 2 214

leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE1 ENST00000251372.3

Case#2'Baseline'M420 CAD 2 27464912 Missense_Mutation C T p.S1943F 123 61 0.496 0.509 4 2 2 131

carbamoyl'phosphateEsynthetaseE2,EaspartateEtranscarbamylase,E

andEdihydroorotase ENST00000403525.1

Case#2'Baseline'M420 HEATR5B 2 37234373 Missense_Mutation G A p.H1533Y 152 69 0.454 0.466 4 2 2 135 HEATErepeatEcontainingE5B ENST00000233099.5

Case#2'Baseline'M420 USP34 2 61633078 Missense_Mutation T A p.N106I 97 45 0.464 0.476 4 2 2 96 ubiquitinEspecificEpeptidaseE34 ENST00000398571.2

Case#2'Baseline'M420 CNTNAP5 2 125175155 Missense_Mutation G A p.G173R 149 73 0.490 0.503 4 2 2 148 contactinEassociatedEprotein'likeE5 ENST00000431078.1

Case#2'Baseline'M420 GPR39 2 133402871 Missense_Mutation C T p.R352W 152 70 0.461 0.473 4 2 2 136 GEprotein'coupledEreceptorE39 ENST00000329321.3

Case#2'Baseline'M420 LRP1B 2 141607835 Missense_Mutation G A p.P1592L 150 73 0.487 0.499 4 2 2 137 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3

Case#2'Baseline'M420 NEB 2 152427025 Missense_Mutation C T p.E4001K 135 70 0.519 0.532 4 2 2 88 nebulin ENST00000172853.10

Case#2'Baseline'M420 FMNL2 2 153497396 Missense_Mutation G A p.G421E 154 67 0.435 0.447 4 2 2 133 formin'likeE2 ENST00000475377.2

Case#2'Baseline'M420 DCAF17 2 172325510 Missense_Mutation C A p.F317L 146 67 0.459 0.471 4 2 2 94 DDB1EandECUL4EassociatedEfactorE17 ENST00000375255.3

Case#2'Baseline'M420 PDE1A 2 183011865 Missense_Mutation G A p.H527Y 78 44 0.564 0.579 4 2 2 69 phosphodiesteraseE1A,Ecalmodulin'dependent ENST00000435564.1

Case#2'Baseline'M420 SLC40A1 2 190428486 Missense_Mutation C T p.R409Q 163 71 0.436 0.447 4 2 2 155 soluteEcarrierEfamilyE40E(iron'regulatedEtransporter),EmemberE1 ENST00000261024.2

Case#2'Baseline'M420 STAT4 2 191919251 Missense_Mutation C T p.E406K 141 71 0.504 0.517 4 2 2 141 signalEtransducerEandEactivatorEofEtranscriptionE4 ENST00000392320.2

Case#2'Baseline'M420 DNAH7 2 196799458 Missense_Mutation C T p.E1110K 148 69 0.466 0.478 4 2 2 129 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6

Case#2'Baseline'M420 CRYGA 2 209025650 Missense_Mutation C T p.E135K 201 91 0.453 0.465 4 2 2 173 crystallin,EgammaEA ENST00000304502.4

Case#2'Baseline'M420 PTH2R 2 209302602 Missense_Mutation G A p.G136E 110 55 0.500 0.513 4 2 2 111 parathyroidEhormoneE2Ereceptor ENST00000272847.2

Case#2'Baseline'M420 ARPC2 2 219093493 Missense_Mutation C T p.P48S 131 60 0.458 0.470 4 2 2 130 actinErelatedEproteinE2/3Ecomplex,EsubunitE2,E34kDa ENST00000295685.10

Case#2'Baseline'M420 ACSL3 2 223782833 Missense_Mutation A G p.N209S 120 57 0.475 0.488 4 2 2 95 acyl'CoAEsynthetaseElong'chainEfamilyEmemberE3 ENST00000357430.3

Case#2'Baseline'M420 COL4A3 2 228109667 Splice_Site G A p.G94R 204 98 0.480 0.493 4 2 2 166 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3

Case#2'Baseline'M420 INPP5D 2 234112887 Missense_Mutation C T p.P1019S 114 61 0.535 0.549 4 2 2 105 inositolEpolyphosphate'5'phosphatase,E145kDa ENST00000359570.5

Case#2'Baseline'M420 COL6A3 2 238296599 Missense_Mutation C T p.G313E 195 90 0.462 0.474 4 2 2 152 collagen,EtypeEVI,EalphaE3 ENST00000295550.4

Case#2'Baseline'M420 RBM44 2 238733043 Nonsense_Mutation G A p.W811* 205 84 0.410 0.421 4 2 2 41 RNAEbindingEmotifEproteinE44 ENST00000409864.1

Case#2'Baseline'M420 CHGB 20 5903578 Missense_Mutation C T p.S263F 102 47 0.461 0.473 4 2 2 81 chromograninEBE(secretograninE1) ENST00000378961.4

Case#2'Baseline'M420 HAO1 20 7886973 Missense_Mutation C T p.M183I 79 31 0.392 0.403 4 2 2 66 hydroxyacidEoxidaseE(glycolateEoxidase)E1 ENST00000378789.3

Case#2'Baseline'M420 SLX4IP 20 10603749 Nonsense_Mutation C T p.R317* 160 70 0.438 0.449 4 2 2 135 SLX4EinteractingEprotein ENST00000334534.5

Case#2'Baseline'M420 TTLL9 20 30513896 Splice_Site T A 166 84 0.506 0.519 4 2 2 129 tubulinEtyrosineEligase'likeEfamily,EmemberE9 ENST00000375938.4

Case#2'Baseline'M420 SAMHD1 20 35545391 Missense_Mutation C T p.R305K 108 32 0.296 0.307 3 2 1 98 SAMEdomainEandEHDEdomainE1 ENST00000262878.4

Case#2'Baseline'M420 PABPC1L 20 43559255 Missense_Mutation C T p.A376V 119 68 0.571 0.591 3 2 1 166 poly(A)EbindingEprotein,EcytoplasmicE1'like ENST00000217073.2

Case#2'Baseline'M420 PABPC1L 20 43566704 Missense_Mutation G A p.E550K 113 33 0.292 0.302 3 2 1 152 poly(A)EbindingEprotein,EcytoplasmicE1'like ENST00000217073.2

Case#2'Baseline'M420 ZNF334 20 45133364 Nonsense_Mutation G A p.Q13* 137 40 0.292 0.302 3 2 1 145 zincEfingerEproteinE334 ENST00000347606.4

Case#2'Baseline'M420 FAM217B 20 58519207 Missense_Mutation CC TT p.A70V 80 44 0.550 0.569 3 2 1 117 familyEwithEsequenceEsimilarityE217,EmemberEB ENST00000358293.3

Case#2'Baseline'M420 USP25 21 17250160 Nonsense_Mutation C T p.R949* 199 81 0.407 0.418 4 2 2 167 ubiquitinEspecificEpeptidaseE25 ENST00000285679.6

Case#2'Baseline'M420 GRIK1 21 31062192 Missense_Mutation G A p.R134C 135 66 0.489 0.502 4 2 2 117 glutamateEreceptor,Eionotropic,EkainateE1 ENST00000399907.1

Case#2'Baseline'M420 IFNAR2 21 34635507 Missense_Mutation C T p.S417F 135 71 0.526 0.540 4 2 2 138 interferonE(alpha,EbetaEandEomega)EreceptorE2 ENST00000342136.4

Case#2'Baseline'M420 ABCG1 21 43714725 Missense_Mutation C T p.T588I 100 50 0.500 0.513 4 2 2 115 ATP'bindingEcassette,Esub'familyEGE(WHITE),EmemberE1 ENST00000361802.2

Case#2'Baseline'M420 KRTAP10'11 21 46067102 Missense_Mutation C T p.P243S 189 78 0.413 0.424 4 2 2 197 keratinEassociatedEproteinE10'11 ENST00000334670.8

Case#2'Baseline'M420 COL18A1 21 46914475 Missense_Mutation G A p.R1205Q 127 49 0.386 0.396 4 2 2 111 collagen,EtypeEXVIII,EalphaE1 ENST00000359759.4

Case#2'Baseline'M420 PCNT 21 47836080 Missense_Mutation C T p.S2083F 199 92 0.462 0.474 4 2 2 169 pericentrin ENST00000359568.5

Case#2'Baseline'M420 RIMBP3 22 20456945 Missense_Mutation G A p.P1453S 222 84 0.378 0.392 3 2 1 280 RIMSEbindingEproteinE3 ENST00000426804.1

Case#2'Baseline'M420 LZTR1 22 21343110 Missense_Mutation C T p.T181M 110 43 0.391 0.405 3 2 1 111 leucine'zipper'likeEtranscriptionEregulatorE1 ENST00000215739.8

Case#2'Baseline'M420 PIWIL3 22 25155951 Missense_Mutation C G p.Q36H 82 19 0.232 0.244 2 2 0 110 piwi'likeERNA'mediatedEgeneEsilencingE3 ENST00000332271.5

Case#2'Baseline'M420 CABP7 22 30124619 Splice_Site G A p.G85D 79 39 0.494 0.507 4 2 2 66 calciumEbindingEproteinE7 ENST00000216144.3

Case#2'Baseline'M420 EIF3D 22 36916707 Missense_Mutation C T p.R165H 79 37 0.468 0.481 4 2 2 75 eukaryoticEtranslationEinitiationEfactorE3,EsubunitED ENST00000216190.8

Case#2'Baseline'M420 PARVB 22 44489874 Missense_Mutation T C p.V60A 114 60 0.526 0.540 4 2 2 104 parvin,Ebeta ENST00000338758.7

Case#2'Baseline'M420 NUP210 3 13372082 Missense_Mutation G A p.P1330S 240 115 0.479 0.492 4 2 2 199 nucleoporinE210kDa ENST00000254508.5

Case#2'Baseline'M420 SLC4A7 3 27498171 Missense_Mutation C T p.E2K 140 64 0.457 0.469 4 2 2 140

soluteEcarrierEfamilyE4,EsodiumEbicarbonateEcotransporter,E

memberE7 ENST00000295736.5

Case#2'Baseline'M420 SCN5A 3 38592057 Missense_Mutation G A p.L1936F 119 53 0.445 0.457 4 2 2 93 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4

Case#2'Baseline'M420 CSRNP1 3 39185707 Missense_Mutation C T p.R234Q 238 105 0.441 0.453 4 2 2 184 cysteine'serine'richEnuclearEproteinE1 ENST00000273153.5

Case#2'Baseline'M420 LRRC2 3 46593024 Missense_Mutation G A p.R20C 155 69 0.445 0.457 4 2 2 169 leucineErichErepeatEcontainingE2 ENST00000395905.3

Case#2'Baseline'M420 UBA7 3 49847517 Missense_Mutation AC TT p.V578K 96 36 0.375 0.385 4 2 2 115 ubiquitin'likeEmodifierEactivatingEenzymeE7 ENST00000333486.3

Case#2'Baseline'M420 DOCK3 3 51127760 Missense_Mutation G A p.E231K 125 52 0.416 0.427 4 2 2 158 dedicatorEofEcytokinesisE3 ENST00000266037.9

Case#2'Baseline'M420 LRTM1 3 54961931 Splice_Site C G 144 65 0.451 0.463 4 2 2 153 leucine'richErepeatsEandEtransmembraneEdomainsE1 ENST00000273286.5

Case#2'Baseline'M420 PTPRG 3 62216967 Missense_Mutation G A p.R786K 39 18 0.462 0.474 4 2 2 48 proteinEtyrosineEphosphatase,EreceptorEtype,EG ENST00000474889.1

Case#2'Baseline'M420 DHFRL1 3 93779809 Missense_Mutation A G p.C183R 182 94 0.516 0.530 4 2 2 165 dihydrofolateEreductase'likeE1 ENST00000394221.2

Case#2'Baseline'M420 SLC9C1 3 111996674 Missense_Mutation T G p.N118H 144 60 0.417 0.428 4 2 2 147

soluteEcarrierEfamilyE9,EsubfamilyECE(Na+'transportingEcarboxylicE

acidEdecarboxylase),EmemberE1 ENST00000305815.5

Case#2'Baseline'M420 KALRN 3 124201655 Splice_Site G A p.E1396K 118 57 0.483 0.496 4 2 2 121 kalirin,ERhoGEFEkinase ENST00000240874.3

Case#2'Baseline'M420 COL6A5 3 130141610 Missense_Mutation G A p.G1695E 118 46 0.390 0.400 4 2 2 110 collagen,EtypeEVI,EalphaE5 ENST00000432398.2

Case#2'Baseline'M420 ACKR4 3 132319698 Missense_Mutation C T p.P153S 360 81 0.225 0.231 4 2 2 334 atypicalEchemokineEreceptorE4 ENST00000249887.2
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Case#2'Baseline'M420 WDR49 3 167254723 Missense_Mutation C T p.G278E 187 82 0.439 0.450 4 2 2 156 WDErepeatEdomainE49 ENST00000308378.3
Case#2'Baseline'M420 RGS12 4 3432545 Missense_Mutation C T p.A1326V 134 84 0.627 0.649 3 2 1 187 regulatorEofEG'proteinEsignalingE12 ENST00000344733.5
Case#2'Baseline'M420 SLIT2 4 20619226 Missense_Mutation C T p.P1434L 129 81 0.628 0.650 3 2 1 157 slitEhomologE2E(Drosophila) ENST00000504154.1
Case#2'Baseline'M420 KLHL5 4 39116817 Missense_Mutation C T p.S693F 84 36 0.429 0.444 3 2 1 90 kelch'likeEfamilyEmemberE5 ENST00000504108.1
Case#2'Baseline'M420 RBM47 4 40440602 Missense_Mutation C T p.M103I 134 40 0.299 0.309 3 2 1 179 RNAEbindingEmotifEproteinE47 ENST00000381793.2
Case#2'Baseline'M420 ENAM 4 71509437 Missense_Mutation C T p.S765F 117 37 0.316 0.327 3 2 1 124 enamelin ENST00000396073.3
Case#2'Baseline'M420 FREM3 4 144620448 Missense_Mutation C T p.D461N 120 66 0.550 0.569 3 2 1 168 FRAS1ErelatedEextracellularEmatrixE3 ENST00000329798.5
Case#2'Baseline'M420 ANXA10 4 169049272 Missense_Mutation C T p.P19L 62 24 0.387 0.401 3 2 1 90 annexinEA10 ENST00000359299.3
Case#2'Baseline'M420 SPATA4 4 177116616 Missense_Mutation C T p.R33Q 160 45 0.281 0.291 3 2 1 214 spermatogenesisEassociatedE4 ENST00000280191.2
Case#2'Baseline'M420 TENM3 4 183714432 Missense_Mutation G A p.E2203K 107 61 0.570 0.590 3 2 1 138 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#2'Baseline'M420 DNAH5 5 13885322 Missense_Mutation C T p.G920E 70 27 0.386 0.396 4 2 2 64 dynein,Eaxonemal,EheavyEchainE5 ENST00000265104.4
Case#2'Baseline'M420 C9 5 39341716 Missense_Mutation GG AA p.P90L 163 71 0.436 0.447 4 2 2 170 complementEcomponentE9 ENST00000263408.4
Case#2'Baseline'M420 CMYA5 5 79026782 Missense_Mutation C T p.P732S 123 60 0.488 0.501 4 2 2 108 cardiomyopathyEassociatedE5 ENST00000446378.2
Case#2'Baseline'M420 KIF3A 5 132056301 Splice_Site G A p.R206C 148 75 0.507 0.520 4 2 2 129 kinesinEfamilyEmemberE3A ENST00000378746.4
Case#2'Baseline'M420 PCDHA4 5 140188687 Missense_Mutation G A p.E639K 407 175 0.430 0.441 4 2 2 438 protocadherinEalphaE4 ENST00000530339.1
Case#2'Baseline'M420 PCDHB8 5 140558546 Missense_Mutation G A p.E311K 182 76 0.418 0.429 4 2 2 162 protocadherinEbetaE8 ENST00000239444.2
Case#2'Baseline'M420 SPINK14 5 147549340 Missense_Mutation G T p.L15F 144 60 0.417 0.428 4 2 2 103 serineEpeptidaseEinhibitor,EKazalEtypeE14E(putative) ENST00000356972.1
Case#2'Baseline'M420 SYNPO 5 150027783 Missense_Mutation CC TT p.P227S 132 58 0.439 0.451 4 2 2 111 synaptopodin ENST00000394243.1
Case#2'Baseline'M420 BTNL9 5 180474954 Missense_Mutation C T p.P46L 155 70 0.452 0.463 4 2 2 125 butyrophilin'likeE9 ENST00000327705.9
Case#2'Baseline'M420 PRSS16 6 27222499 Missense_Mutation C T p.P393L 76 35 0.461 0.473 4 2 2 82 protease,Eserine,E16E(thymus) ENST00000230582.3
Case#2'Baseline'M420 TREML2 6 41162493 Missense_Mutation G A p.A152V 139 69 0.496 0.509 4 2 2 152 triggeringEreceptorEexpressedEonEmyeloidEcells'likeE2 ENST00000483722.1
Case#2'Baseline'M420 BMP5 6 55739516 Missense_Mutation C T p.E50K 174 82 0.471 0.484 4 2 2 176 boneEmorphogeneticEproteinE5 ENST00000370830.3
Case#2'Baseline'M420 COL19A1 6 70866106 Missense_Mutation G A p.D723N 154 76 0.494 0.506 4 2 2 150 collagen,EtypeEXIX,EalphaE1 ENST00000322773.4
Case#2'Baseline'M420 NR2E1 6 108502798 Missense_Mutation C T p.A313V 98 41 0.418 0.429 4 2 2 88 nuclearEreceptorEsubfamilyE2,EgroupEE,EmemberE1 ENST00000368986.4
Case#2'Baseline'M420 ASF1A 6 119222008 Missense_Mutation G A p.G63S 148 68 0.459 0.472 4 2 2 174 anti'silencingEfunctionE1AEhistoneEchaperone ENST00000229595.5
Case#2'Baseline'M420 THEMIS 6 128134071 Missense_Mutation G A p.T572I 200 91 0.455 0.467 4 2 2 173 thymocyteEselectionEassociated ENST00000368248.2
Case#2'Baseline'M420 MYB 6 135517046 Missense_Mutation C T p.S370L 137 60 0.438 0.449 4 2 2 181 v'mybEavianEmyeloblastosisEviralEoncogeneEhomolog ENST00000367814.4
Case#2'Baseline'M420 VTA1 6 142510629 Missense_Mutation G A p.E160K 177 76 0.429 0.441 4 2 2 172 vesicleE(multivesicularEbody)EtraffickingE1 ENST00000367630.4
Case#2'Baseline'M420 OPRM1 6 154412483 Missense_Mutation G A p.R347Q 201 96 0.478 0.490 4 2 2 198 opioidEreceptor,EmuE1 ENST00000330432.7
Case#2'Baseline'M420 LPA 6 161027508 Splice_Site C T 311 140 0.450 0.462 4 2 2 282 lipoprotein,ELp(a) ENST00000316300.5
Case#2'Baseline'M420 VWDE 7 12373192 Missense_Mutation T A p.I1553F 293 112 0.382 0.387 9 5 4 127 vonEWillebrandEfactorEDEandEEGFEdomains ENST00000275358.3
Case#2'Baseline'M420 SNX10 7 26400626 Missense_Mutation GG AA p.R19K 269 123 0.457 0.463 9 5 4 109 sortingEnexinE10 ENST00000338523.4
Case#2'Baseline'M420 ZNF716 7 57528786 Missense_Mutation C T p.H207Y 573 193 0.337 NA NA NA NA 256 zincEfingerEproteinE716 ENST00000420713.1
Case#2'Baseline'M420 SAMD9 7 92734447 Nonsense_Mutation G A p.Q322* 135 135 1.000 1.018 6 6 0 102 sterileEalphaEmotifEdomainEcontainingE9 ENST00000379958.2
Case#2'Baseline'M420 BRAF 7 140453145 Missense_Mutation AG GA p.L597S 217 217 1.000 1.018 6 6 0 155 B'RafEproto'oncogene,Eserine/threonineEkinase ENST00000288602.6
Case#2'Baseline'M420 CSMD1 8 2830815 Missense_Mutation T G p.N2917T 132 70 0.530 0.544 4 2 2 105 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#2'Baseline'M420 CSMD1 8 2949047 Missense_Mutation G A p.R2427C 110 44 0.400 0.411 4 2 2 117 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#2'Baseline'M420 RP1L1 8 10470320 Nonsense_Mutation G A p.Q430* 133 58 0.436 0.448 4 2 2 145 retinitisEpigmentosaE1'likeE1 ENST00000382483.3
Case#2'Baseline'M420 KIF13B 8 29037719 Missense_Mutation G A p.R208C 182 83 0.456 0.468 4 2 2 202 kinesinEfamilyEmemberE13B ENST00000524189.1
Case#2'Baseline'M420 RP1 8 55538384 Missense_Mutation G A p.E648K 136 77 0.566 0.586 3 2 1 156 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1
Case#2'Baseline'M420 RP1 8 55538858 Missense_Mutation G A p.E806K 143 35 0.245 0.253 3 2 1 152 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1
Case#2'Baseline'M420 RP1 8 55540103 Missense_Mutation C T p.P1221S 115 74 0.643 0.666 3 2 1 139 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1
Case#2'Baseline'M420 SLCO5A1 8 70617305 Missense_Mutation C T p.S528N 153 50 0.327 0.338 3 2 1 207 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE5A1 ENST00000260126.4
Case#2'Baseline'M420 OTUD6B 8 92090825 Missense_Mutation A G p.Y216C 109 30 0.275 0.285 3 2 1 128 OTUEdomainEcontainingE6B ENST00000285420.4
Case#2'Baseline'M420 STK3 8 99591892 Splice_Site C T p.S316S 98 61 0.622 0.644 3 2 1 117 serine/threonineEkinaseE3 ENST00000419617.2
Case#2'Baseline'M420 UBR5 8 103297416 Missense_Mutation C T p.A1879T 51 22 0.431 0.447 3 2 1 63 ubiquitinEproteinEligaseEE3EcomponentEn'recogninE5 ENST00000520539.1

Case#2'Baseline'M420 TAF1L 9 32632916 Missense_Mutation G A p.R888C 275 121 0.440 0.452 4 2 2 188
TAF1ERNAEpolymeraseEII,ETATAEboxEbindingEproteinE(TBP)'

associatedEfactor,E210kDa'like ENST00000242310.4

Case#2'Baseline'M420 TAF1L 9 32633779 Missense_Mutation C T p.R600Q 199 96 0.482 0.495 4 2 2 178
TAF1ERNAEpolymeraseEII,ETATAEboxEbindingEproteinE(TBP)'

associatedEfactor,E210kDa'like ENST00000242310.4
Case#2'Baseline'M420 PCSK5 9 78936451 Missense_Mutation G A p.G1306E 118 40 0.339 0.351 3 2 1 109 proproteinEconvertaseEsubtilisin/kexinEtypeE5 ENST00000545128.1
Case#2'Baseline'M420 UBQLN1 9 86300989 Nonsense_Mutation G A p.Q88* 81 22 0.272 0.281 3 2 1 117 ubiquilinE1 ENST00000376395.4
Case#2'Baseline'M420 WNK2 9 95997111 Missense_Mutation C T p.P366L 159 98 0.616 0.638 3 2 1 156 WNKElysineEdeficientEproteinEkinaseE2 ENST00000297954.4
Case#2'Baseline'M420 FBP2 9 97349720 Missense_Mutation C T p.G68R 142 79 0.556 0.576 3 2 1 203 fructose'1,6'bisphosphataseE2 ENST00000375337.3
Case#2'Baseline'M420 CYLC2 9 105767002 Missense_Mutation G A p.G69E 73 26 0.356 0.369 3 2 1 102 cylicin,EbasicEproteinEofEspermEheadEcytoskeletonE2 ENST00000374798.3
Case#2'Baseline'M420 OR13D1 9 107457064 Missense_Mutation G A p.R121K 150 88 0.587 0.607 3 2 1 151 olfactoryEreceptor,EfamilyE13,EsubfamilyED,EmemberE1 ENST00000318763.5
Case#2'Baseline'M420 AMBP 9 116825001 Missense_Mutation C T p.G214E 150 71 0.473 0.486 4 2 2 113 alpha'1'microglobulin/bikuninEprecursor ENST00000265132.3
Case#2'Baseline'M420 COL27A1 9 116958238 Splice_Site G A 163 74 0.454 0.466 4 2 2 58 collagen,EtypeEXXVII,EalphaE1 ENST00000356083.3
Case#2'Baseline'M420 OR1N1 9 125289493 Missense_Mutation C T p.G27E 178 88 0.494 0.507 4 2 2 158 olfactoryEreceptor,EfamilyE1,EsubfamilyEN,EmemberE1 ENST00000304880.2
Case#2'Baseline'M420 RPL7A 9 136217582 Splice_Site C T p.S209L 131 32 0.244 0.253 3 2 1 175 ribosomalEproteinEL7a ENST00000323345.6
Case#2'Baseline'M420 OLFM1 9 138011716 Missense_Mutation C T p.P384S 101 56 0.554 0.574 3 2 1 120 olfactomedinE1 ENST00000371793.3
Case#2'Baseline'M420 KCNT1 9 138649216 Missense_Mutation G A p.E231K 121 77 0.636 0.659 3 2 1 164 potassiumEchannel,EsubfamilyET,EmemberE1 ENST00000263604.3
Case#2'Baseline'M420 FAM166A 9 140139847 Missense_Mutation C T p.G145E 167 96 0.575 0.595 3 2 1 188 familyEwithEsequenceEsimilarityE166,EmemberEA ENST00000344774.4
Case#2'Baseline'M420 DCAF8L1 X 27997672 Nonsense_Mutation G A p.R594* 111 110 0.991 NA NA NA NA 97 DDB1EandECUL4EassociatedEfactorE8'likeE1 ENST00000441525.1
Case#2'Baseline'M420 MAGEE2 X 75003604 Missense_Mutation C T p.R428Q 97 95 0.979 NA NA NA NA 87 melanomaEantigenEfamilyEE,E2 ENST00000373359.2
Case#2'Baseline'M420 MUM1L1 X 105451316 Missense_Mutation G A p.D631N 56 55 0.982 NA NA NA NA 59 melanomaEassociatedEantigenE(mutated)E1'likeE1 ENST00000357175.2
Case#2'Baseline'M420 COL4A5 X 107909764 Missense_Mutation G A p.E1165K 61 59 0.967 NA NA NA NA 76 collagen,EtypeEIV,EalphaE5 ENST00000361603.2

Case#2'Relapse'WholeTumor UBR4 1 19446148 Missense_Mutation G A p.S3453F 158 65 0.411 0.573 4 2 2 95 ubiquitinEproteinEligaseEE3EcomponentEn'recogninE4 ENST00000375254.3
Case#2'Relapse'WholeTumor USP48 1 22074689 Nonsense_Mutation G A p.R284* 160 62 0.388 0.540 4 2 2 112 ubiquitinEspecificEpeptidaseE48 ENST00000308271.9
Case#2'Relapse'WholeTumor CD164L2 1 27708822 Nonsense_Mutation A T p.C108* 210 12 0.057 0.080 4 2 2 153 CD164Esialomucin'likeE2 ENST00000374030.1
Case#2'Relapse'WholeTumor CSMD2 1 34158630 Missense_Mutation C T p.E191K 206 76 0.369 0.514 4 2 2 153 CUBEandESushiEmultipleEdomainsE2 ENST00000373380.1
Case#2'Relapse'WholeTumor GUCA2A 1 42629134 Missense_Mutation G A p.P75S 177 68 0.384 0.535 4 2 2 114 guanylateEcyclaseEactivatorE2AE(guanylin) ENST00000357001.2
Case#2'Relapse'WholeTumor YBX1 1 43162403 Missense_Mutation C T p.P149S 366 114 0.311 0.434 4 2 2 256 YEboxEbindingEproteinE1 ENST00000321358.7

Case#2'Relapse'WholeTumor EIF2B3 1 45316632 Missense_Mutation C T p.M450I 167 56 0.335 0.467 4 2 2 127
eukaryoticEtranslationEinitiationEfactorE2B,EsubunitE3Egamma,E

58kDa ENST00000360403.2
Case#2'Relapse'WholeTumor ZSWIM5 1 45501872 Missense_Mutation G A p.A665V 145 12 0.083 0.115 4 2 2 103 zincEfinger,ESWIM'typeEcontainingE5 ENST00000359600.5
Case#2'Relapse'WholeTumor TMEM69 1 46159342 Missense_Mutation T G p.F170C 301 107 0.355 0.495 4 2 2 205 transmembraneEproteinE69 ENST00000372025.4
Case#2'Relapse'WholeTumor NRD1 1 52287201 Missense_Mutation C T p.V464M 137 44 0.321 0.447 4 2 2 107 nardilysinE(N'arginineEdibasicEconvertase) ENST00000354831.7
Case#2'Relapse'WholeTumor MROH7 1 55167778 Missense_Mutation C T p.R1101C 169 55 0.325 0.453 4 2 2 115 maestroEheat'likeErepeatEfamilyEmemberE7 ENST00000421030.2
Case#2'Relapse'WholeTumor C8A 1 57333319 Missense_Mutation T G p.C39G 200 27 0.135 0.188 4 2 2 147 complementEcomponentE8,EalphaEpolypeptide ENST00000361249.3
Case#2'Relapse'WholeTumor NFIA 1 61554113 Missense_Mutation A G p.N107S 204 65 0.319 0.444 4 2 2 152 nuclearEfactorEI/A ENST00000403491.3
Case#2'Relapse'WholeTumor WDR78 1 67292573 Missense_Mutation G A p.P757S 254 93 0.366 0.510 4 2 2 184 WDErepeatEdomainE78 ENST00000371026.3
Case#2'Relapse'WholeTumor OVGP1 1 111957517 Missense_Mutation T C p.S536G 73 27 0.370 0.564 3 2 1 39 oviductalEglycoproteinE1,E120kDa ENST00000369732.3

Case#2'Relapse'WholeTumor MAGI3 1 114201725 Nonsense_Mutation GTC TAA p.V885* 84 31 0.369 0.562 3 2 1 76
membraneEassociatedEguanylateEkinase,EWWEandEPDZEdomainE

containingE3 ENST00000307546.9
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Case#2'Relapse'WholeTumor CD101 1 117554348 Missense_Mutation C T p.L201F 145 53 0.366 0.557 3 2 1 141 CD101Emolecule ENST00000256652.4

Case#2'Relapse'WholeTumor SPRR3 1 152975659 Frame_Shift_Del

GAGCCAGGCT
GTACCAAGGT

CCCT ' p.E55fs 347 61 0.176 0.268 3 2 1 295 smallEproline'richEproteinE3 ENST00000295367.4
Case#2'Relapse'WholeTumor FCRL5 1 157494225 Missense_Mutation G A p.H695Y 187 41 0.219 0.334 3 2 1 138 FcEreceptor'likeE5 ENST00000361835.3
Case#2'Relapse'WholeTumor OR10K1 1 158435851 Missense_Mutation C T p.P167L 220 89 0.405 0.616 3 2 1 169 olfactoryEreceptor,EfamilyE10,EsubfamilyEK,EmemberE1 ENST00000289451.2
Case#2'Relapse'WholeTumor SPTA1 1 158582643 Missense_Mutation C G p.E2366D 125 53 0.424 0.646 3 2 1 112 spectrin,Ealpha,EerythrocyticE1 ENST00000368147.4
Case#2'Relapse'WholeTumor ADCY10 1 167830176 Missense_Mutation C T p.R581Q 190 42 0.221 0.337 3 2 1 162 adenylateEcyclaseE10E(soluble) ENST00000367851.4
Case#2'Relapse'WholeTumor FMO1 1 171254450 Missense_Mutation G A p.D456N 178 26 0.146 0.223 3 2 1 145 flavinEcontainingEmonooxygenaseE1 ENST00000354841.4
Case#2'Relapse'WholeTumor FASLG 1 172634863 Missense_Mutation G A p.E185K 143 26 0.182 0.277 3 2 1 124 FasEligandE(TNFEsuperfamily,EmemberE6) ENST00000367721.2
Case#2'Relapse'WholeTumor SLC9C2 1 173506151 Missense_Mutation C T p.G529R 174 36 0.207 0.315 3 2 1 129 soluteEcarrierEfamilyE9,EmemberEC2E(putative) ENST00000367714.3
Case#2'Relapse'WholeTumor CFH 1 196709900 Missense_Mutation G T p.W978C 153 37 0.242 0.369 3 2 1 141 complementEfactorEH ENST00000367429.4
Case#2'Relapse'WholeTumor KIF21B 1 200944701 Missense_Mutation C T p.G1514R 110 24 0.218 0.332 3 2 1 85 kinesinEfamilyEmemberE21B ENST00000422435.2
Case#2'Relapse'WholeTumor NUAK2 1 205272869 Missense_Mutation GG AA p.P532L 113 53 0.469 0.715 3 2 1 59 NUAKEfamily,ESNF1'likeEkinase,E2 ENST00000367157.3
Case#2'Relapse'WholeTumor FCAMR 1 207140983 Missense_Mutation C T p.R18K 241 15 0.062 0.095 3 2 1 201 FcEreceptor,EIgA,EIgM,EhighEaffinity ENST00000324852.4

Case#2'Relapse'WholeTumor KCNH1 1 211093144 Missense_Mutation C T p.G434R 301 131 0.435 0.663 3 2 1 277
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE1 ENST00000271751.4
Case#2'Relapse'WholeTumor USH2A 1 215972377 Missense_Mutation C T p.G3277E 216 51 0.236 0.360 3 2 1 204 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#2'Relapse'WholeTumor USH2A 1 216061902 Missense_Mutation C T p.E2697K 160 41 0.256 0.390 3 2 1 119 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#2'Relapse'WholeTumor DISP1 1 223176405 Missense_Mutation C T p.P556S 133 53 0.398 0.607 3 2 1 88 dispatchedEhomologE1E(Drosophila) ENST00000284476.6
Case#2'Relapse'WholeTumor SUSD4 1 223396814 Missense_Mutation G T p.D407E 74 18 0.243 0.371 3 2 1 62 sushiEdomainEcontainingE4 ENST00000343846.3
Case#2'Relapse'WholeTumor SDE2 1 226180122 Missense_Mutation C T p.R166H 135 23 0.170 0.260 3 2 1 91 SDE2EtelomereEmaintenanceEhomologE(S.Epombe) ENST00000272091.7
Case#2'Relapse'WholeTumor OBSCN 1 228494211 Missense_Mutation G A p.G3933E 107 26 0.243 0.370 3 2 1 83 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#2'Relapse'WholeTumor ABCB10 1 229683251 Missense_Mutation T A p.M306L 251 104 0.414 0.631 3 2 1 198 ATP'bindingEcassette,Esub'familyEBE(MDR/TAP),EmemberE10 ENST00000344517.4
Case#2'Relapse'WholeTumor PCNXL2 1 233270779 Missense_Mutation C T p.V1273M 223 48 0.215 0.328 3 2 1 169 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#2'Relapse'WholeTumor OR1C1 1 247920918 Missense_Mutation G A p.S264F 110 19 0.173 0.308 2 1 1 134 olfactoryEreceptor,EfamilyE1,EsubfamilyEC,EmemberE1 ENST00000408896.2
Case#2'Relapse'WholeTumor DCLRE1C 10 14977485 Missense_Mutation C T p.M147I 121 47 0.388 0.694 2 2 0 35 DNAEcross'linkErepairE1C ENST00000378278.2
Case#2'Relapse'WholeTumor DCLRE1C 10 14977523 Missense_Mutation C T p.G135R 113 46 0.407 0.727 2 2 0 35 DNAEcross'linkErepairE1C ENST00000378278.2
Case#2'Relapse'WholeTumor ARHGAP22 10 49791162 Missense_Mutation G A p.R24W 52 27 0.519 0.927 2 2 0 72 RhoEGTPaseEactivatingEproteinE22 ENST00000249601.4
Case#2'Relapse'WholeTumor DLG5 10 79580911 Missense_Mutation G A p.R1111C 77 35 0.455 0.812 2 2 0 83 discs,ElargeEhomologE5E(Drosophila) ENST00000372391.2

Case#2'Relapse'WholeTumor LRIT1 10 85993828 Splice_Site C T 98 14 0.143 0.255 2 2 0 115
leucine'richErepeat,Eimmunoglobulin'likeEandEtransmembraneE

domainsE1 ENST00000372105.3
Case#2'Relapse'WholeTumor MUC6 11 1030779 Splice_Site GC TT p.A229N 34 16 0.471 0.840 2 2 0 51 mucinE6,EoligomericEmucus/gel'forming ENST00000421673.2
Case#2'Relapse'WholeTumor OR51I1 11 5461851 Missense_Mutation GG AA p.T298I 131 60 0.458 0.818 2 2 0 127 olfactoryEreceptor,EfamilyE51,EsubfamilyEI,EmemberE1 ENST00000380211.1
Case#2'Relapse'WholeTumor OR5P2 11 7818171 Missense_Mutation C T p.E107K 126 80 0.635 1.134 2 2 0 158 olfactoryEreceptor,EfamilyE5,EsubfamilyEP,EmemberE2 ENST00000329434.2
Case#2'Relapse'WholeTumor OR4A16 11 55110683 Missense_Mutation C T p.P3S 99 51 0.515 0.920 2 2 0 140 olfactoryEreceptor,EfamilyE4,EsubfamilyEA,EmemberE16 ENST00000314721.2
Case#2'Relapse'WholeTumor CTNND1 11 57564280 Missense_Mutation G A p.G258R 187 106 0.567 1.012 2 2 0 210 cateninE(cadherin'associatedEprotein),EdeltaE1 ENST00000399050.4
Case#2'Relapse'WholeTumor PCNXL3 11 65384461 Missense_Mutation A T p.Q107L 60 26 0.433 0.774 2 2 0 53 pecanex'likeE3E(Drosophila) ENST00000355703.3
Case#2'Relapse'WholeTumor IGHMBP2 11 68675723 Missense_Mutation G A p.D123N 110 58 0.527 0.942 2 2 0 128 immunoglobulinEmuEbindingEproteinE2 ENST00000255078.3
Case#2'Relapse'WholeTumor TRIM77 11 89444610 Nonsense_Mutation G A p.W148* 82 43 0.524 0.936 2 2 0 116 tripartiteEmotifEcontainingE77 ENST00000398290.3
Case#2'Relapse'WholeTumor MMP20 11 102487610 Missense_Mutation G A p.P103S 150 86 0.573 1.024 2 2 0 151 matrixEmetallopeptidaseE20 ENST00000260228.2
Case#2'Relapse'WholeTumor GRIA4 11 105789535 Missense_Mutation A G p.K456R 165 44 0.267 0.476 2 2 0 150 glutamateEreceptor,Eionotropic,EAMPAE4 ENST00000530497.1
Case#2'Relapse'WholeTumor GRAMD1B 11 123465478 Nonsense_Mutation C T p.Q126* 108 65 0.602 1.075 2 2 0 98 GRAMEdomainEcontainingE1B ENST00000529750.1
Case#2'Relapse'WholeTumor KCNJ5 11 128781214 Missense_Mutation G A p.G16R 125 76 0.608 1.086 2 2 0 146 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE5 ENST00000338350.4
Case#2'Relapse'WholeTumor ADAMTS15 11 130339181 Missense_Mutation G A p.D523N 72 37 0.514 0.918 2 2 0 74 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E15 ENST00000299164.2
Case#2'Relapse'WholeTumor DCP1B 12 2058318 Frame_Shift_Del G ' p.P569fs 167 41 0.246 0.374 3 2 1 133 decappingEmRNAE1B ENST00000280665.6
Case#2'Relapse'WholeTumor PRMT8 12 3649955 Missense_Mutation G A p.E87K 159 26 0.164 0.249 3 2 1 142 proteinEarginineEmethyltransferaseE8 ENST00000382622.3
Case#2'Relapse'WholeTumor VWF 12 6103165 Missense_Mutation A T p.L2154Q 123 49 0.398 0.607 3 2 1 109 vonEWillebrandEfactor ENST00000261405.5
Case#2'Relapse'WholeTumor CD163L1 12 7521564 Splice_Site GA ' 126 24 0.190 0.290 3 2 1 84 CD163Emolecule'likeE1 ENST00000313599.3
Case#2'Relapse'WholeTumor PRH2 12 11083425 Missense_Mutation G A p.G89R 332 37 0.111 0.170 3 2 1 260 proline'richEproteinEHaeIIIEsubfamilyE2 ENST00000396400.3

Case#2'Relapse'WholeTumor PIK3C2G 12 18716366 Missense_Mutation C T p.S1238L 139 27 0.194 0.296 3 2 1 108
phosphatidylinositol'4'phosphateE3'kinase,EcatalyticEsubunitEtypeE

2Egamma ENST00000266497.5

Case#2'Relapse'WholeTumor PIK3C2G 12 18716381 Missense_Mutation CA AT p.S1243Y 147 28 0.190 0.290 3 2 1 114
phosphatidylinositol'4'phosphateE3'kinase,EcatalyticEsubunitEtypeE

2Egamma ENST00000266497.5
Case#2'Relapse'WholeTumor SLCO1B3 12 21069126 Missense_Mutation G A p.G685E 242 45 0.186 0.283 3 2 1 155 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE1B3 ENST00000381545.3
Case#2'Relapse'WholeTumor KCNJ8 12 21918938 Missense_Mutation C T p.E332K 174 80 0.460 0.701 3 2 1 162 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE8 ENST00000240662.2
Case#2'Relapse'WholeTumor SLC38A4 12 47178369 Missense_Mutation C T p.G150E 116 70 0.603 1.078 2 2 0 97 soluteEcarrierEfamilyE38,EmemberE4 ENST00000447411.1
Case#2'Relapse'WholeTumor DIP2B 12 51118670 Splice_Site G A 98 53 0.541 0.966 2 2 0 151 DIP2Edisco'interactingEproteinE2EhomologEBE(Drosophila) ENST00000301180.5
Case#2'Relapse'WholeTumor KRT2 12 53042832 Missense_Mutation G T p.L306M 151 47 0.311 0.556 2 2 0 147 keratinE2 ENST00000309680.3
Case#2'Relapse'WholeTumor KRT76 12 53162841 Missense_Mutation C T p.V525I 181 47 0.260 0.464 2 2 0 215 keratinE76 ENST00000332411.2
Case#2'Relapse'WholeTumor MYO1A 12 57422920 Missense_Mutation C T p.E1001K 66 31 0.470 0.839 2 2 0 81 myosinEIA ENST00000442789.2
Case#2'Relapse'WholeTumor C12orf55 12 97180611 Missense_Mutation G A p.E2872K 77 40 0.519 0.928 2 2 0 106 ENST00000524981.4

Case#2'Relapse'WholeTumor GNPTAB 12 102153816 Missense_Mutation G T p.P1081T 116 55 0.474 0.847 2 2 0 136
N'acetylglucosamine'1'phosphateEtransferase,EalphaEandEbetaE

subunits ENST00000299314.7
Case#2'Relapse'WholeTumor TDG 12 104376924 Missense_Mutation C T p.R209C 92 55 0.598 1.068 2 2 0 112 thymine'DNAEglycosylase ENST00000392872.3
Case#2'Relapse'WholeTumor CUX2 12 111757876 Missense_Mutation C T p.T688I 141 80 0.567 1.013 2 2 0 108 cut'likeEhomeoboxE2 ENST00000261726.6
Case#2'Relapse'WholeTumor ATXN2 12 111924586 Missense_Mutation G T p.F921L 68 16 0.235 0.420 2 2 0 69 ataxinE2 ENST00000377617.3
Case#2'Relapse'WholeTumor DNAH10 12 124267722 Missense_Mutation G A p.E243K 172 100 0.581 1.038 2 2 0 162 dynein,Eaxonemal,EheavyEchainE10 ENST00000409039.3
Case#2'Relapse'WholeTumor BRCA2 13 32930738 Missense_Mutation C T p.H2537Y 102 58 0.569 1.015 2 2 0 96 breastEcancerE2,EearlyEonset ENST00000380152.3
Case#2'Relapse'WholeTumor NBEA 13 36124642 Missense_Mutation G A p.G2205E 146 80 0.548 0.978 2 2 0 151 neurobeachin ENST00000400445.3

Case#2'Relapse'WholeTumor NFKBIA 14 35871725 Missense_Mutation G A p.P261S 88 54 0.614 1.096 2 2 0 93
nuclearEfactorEofEkappaElightEpolypeptideEgeneEenhancerEinEB'cellsE

inhibitor,Ealpha ENST00000216797.5
Case#2'Relapse'WholeTumor TTC6 14 38151975 Missense_Mutation G A p.E355K 104 64 0.615 1.099 2 2 0 126 tetratricopeptideErepeatEdomainE6 ENST00000553443.1

Case#2'Relapse'WholeTumor KCNH5 14 63453861 Missense_Mutation G C p.R160G 149 70 0.470 0.839 2 2 0 142
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE5 ENST00000322893.7
Case#2'Relapse'WholeTumor ABCD4 14 74764632 Splice_Site C T 172 43 0.250 0.446 2 2 0 184 ATP'bindingEcassette,Esub'familyEDE(ALD),EmemberE4 ENST00000356924.4
Case#2'Relapse'WholeTumor OR4M2 15 22369306 Missense_Mutation C T p.S244F 838 159 0.190 0.289 3 2 1 727 olfactoryEreceptor,EfamilyE4,EsubfamilyEM,EmemberE2 ENST00000332663.2
Case#2'Relapse'WholeTumor FMN1 15 33261614 Missense_Mutation T C p.E763G 166 65 0.392 0.597 3 2 1 117 forminE1 ENST00000559047.1

Case#2'Relapse'WholeTumor SLC28A2 15 45545451 Missense_Mutation C T p.S13F 164 52 0.317 0.483 3 2 1 145
soluteEcarrierEfamilyE28E(concentrativeEnucleosideEtransporter),E

memberE2 ENST00000347644.3
Case#2'Relapse'WholeTumor CYP1A2 15 75042116 Missense_Mutation G A p.E13K 153 60 0.392 0.598 3 2 1 149 cytochromeEP450,EfamilyE1,EsubfamilyEA,EpolypeptideE2 ENST00000343932.4
Case#2'Relapse'WholeTumor KIAA1199 15 81188289 Nonsense_Mutation G A p.W433* 225 89 0.396 0.603 3 2 1 184 ENST00000394685.3
Case#2'Relapse'WholeTumor LRRK1 15 101606184 Missense_Mutation C G p.P1848A 76 17 0.224 0.341 3 2 1 65 leucine'richErepeatEkinaseE1 ENST00000388948.3
Case#2'Relapse'WholeTumor PKD1 16 2160895 Missense_Mutation G A p.R1425C 386 89 0.231 0.351 3 2 1 323 polycysticEkidneyEdiseaseE1E(autosomalEdominant) ENST00000262304.4
Case#2'Relapse'WholeTumor DNAH3 16 20974716 Missense_Mutation C T p.G3497E 188 64 0.340 0.519 3 2 1 181 dynein,Eaxonemal,EheavyEchainE3 ENST00000261383.3
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Case#2'Relapse'WholeTumor DNAH3 16 21086851 Missense_Mutation C T p.E1001K 96 36 0.375 0.571 3 2 1 92 dynein,Eaxonemal,EheavyEchainE3 ENST00000261383.3

Case#2'Relapse'WholeTumor TMEM159 16 21185368 Missense_Mutation C G p.C101W 127 26 0.205 0.312 3 2 1 124 transmembraneEproteinE159 ENST00000233047.4

Case#2'Relapse'WholeTumor SCNN1G 16 23223460 Missense_Mutation C A p.H428N 137 10 0.073 0.111 3 2 1 85 sodiumEchannel,Enon'voltage'gatedE1,EgammaEsubunit ENST00000300061.2

Case#2'Relapse'WholeTumor TNRC6A 16 24815560 Nonsense_Mutation C T p.R1253* 121 26 0.215 0.327 3 2 1 103 trinucleotideErepeatEcontainingE6A ENST00000395799.3

Case#2'Relapse'WholeTumor PRR14 16 30666042 Missense_Mutation CG TT p.R251F 97 16 0.165 0.251 3 2 1 79 prolineErichE14 ENST00000542965.2

Case#2'Relapse'WholeTumor STX1B 16 31004546 Missense_Mutation G C p.R231G 139 25 0.180 0.274 3 2 1 121 syntaxinE1B ENST00000215095.5

Case#2'Relapse'WholeTumor ITGAM 16 31309065 Splice_Site G A 88 30 0.341 0.519 3 2 1 94 integrin,EalphaEME(complementEcomponentE3EreceptorE3Esubunit) ENST00000287497.8

Case#2'Relapse'WholeTumor ITGAM 16 31309202 Missense_Mutation A T p.E545V 102 27 0.265 0.403 3 2 1 98 integrin,EalphaEME(complementEcomponentE3EreceptorE3Esubunit) ENST00000287497.8

Case#2'Relapse'WholeTumor PAPD5 16 50263084 Missense_Mutation C T p.R538C 133 28 0.211 0.321 3 2 1 117 PAPEassociatedEdomainEcontainingE5 ENST00000561678.1

Case#2'Relapse'WholeTumor OGFOD1 16 56504605 Missense_Mutation C T p.P396L 112 20 0.179 0.272 3 2 1 81

2'oxoglutarateEandEiron'dependentEoxygenaseEdomainEcontainingE

1 ENST00000566157.1

Case#2'Relapse'WholeTumor SLC12A3 16 56947280 Missense_Mutation G A p.G1010E 341 133 0.390 0.594 3 2 1 244 soluteEcarrierEfamilyE12E(sodium/chlorideEtransporter),EmemberE3 ENST00000563236.1

Case#2'Relapse'WholeTumor NLRC5 16 57110766 Missense_Mutation G A p.C1596Y 89 26 0.292 0.445 3 2 1 84 NLREfamily,ECARDEdomainEcontainingE5 ENST00000262510.6

Case#2'Relapse'WholeTumor EXOC3L1 16 67221347 Missense_Mutation C T p.G274E 72 32 0.444 0.677 3 2 1 61 exocystEcomplexEcomponentE3'likeE1 ENST00000314586.6

Case#2'Relapse'WholeTumor HYDIN 16 70977759 Missense_Mutation G A p.L2209F 64 38 0.594 0.905 3 2 1 46 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2

Case#2'Relapse'WholeTumor HYDIN 16 71007260 Missense_Mutation T G p.M1789L 316 36 0.114 0.174 3 2 1 271 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2

Case#2'Relapse'WholeTumor HYDIN 16 71009082 Missense_Mutation C T p.D1577N 951 207 0.218 0.332 3 2 1 872 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2

Case#2'Relapse'WholeTumor CHST4 16 71570816 Nonsense_Mutation G A p.W79* 167 76 0.455 0.693 3 2 1 126 carbohydrateE(N'acetylglucosamineE6'O)EsulfotransferaseE4 ENST00000338482.5

Case#2'Relapse'WholeTumor PHLPP2 16 71683269 Missense_Mutation C T p.E1166K 206 23 0.112 0.170 3 2 1 132 PHEdomainEandEleucineErichErepeatEproteinEphosphataseE2 ENST00000568954.1

Case#2'Relapse'WholeTumor JPH3 16 87678364 Missense_Mutation G A p.D295N 456 86 0.189 0.287 3 2 1 387 junctophilinE3 ENST00000284262.2

Case#2'Relapse'WholeTumor DNAH2 17 7702025 Missense_Mutation G A p.E2850K 119 32 0.269 0.480 2 1 1 125 dynein,Eaxonemal,EheavyEchainE2 ENST00000572933.1

Case#2'Relapse'WholeTumor KCNAB3 17 7827771 Missense_Mutation A T p.Y225N 155 42 0.271 0.484 2 1 1 163

potassiumEvoltage'gatedEchannel,Eshaker'relatedEsubfamily,EbetaE

memberE3 ENST00000303790.2

Case#2'Relapse'WholeTumor USP43 17 9583599 Nonsense_Mutation G T p.E341* 115 24 0.209 0.373 2 1 1 111 ubiquitinEspecificEpeptidaseE43 ENST00000285199.7

Case#2'Relapse'WholeTumor MYH4 17 10358940 Missense_Mutation A T p.F722Y 155 44 0.284 0.507 2 1 1 213 myosin,EheavyEchainE4,EskeletalEmuscle ENST00000255381.2

Case#2'Relapse'WholeTumor DNAH9 17 11607590 Missense_Mutation G A p.G1741D 134 37 0.276 0.493 2 1 1 141 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4

Case#2'Relapse'WholeTumor CSF3 17 38172825 Missense_Mutation C A p.P134T 172 46 0.267 0.478 2 1 1 182 colonyEstimulatingEfactorE3E(granulocyte) ENST00000225474.2

Case#2'Relapse'WholeTumor ZNF385C 17 40181094 Splice_Site G A p.A226V 69 19 0.275 0.492 2 1 1 63 zincEfingerEproteinE385C ENST00000436535.3

Case#2'Relapse'WholeTumor IGF2BP1 17 47126787 Missense_Mutation C T p.A572V 165 32 0.194 0.296 3 2 1 101 insulin'likeEgrowthEfactorE2EmRNAEbindingEproteinE1 ENST00000290341.3

Case#2'Relapse'WholeTumor SGCA 17 48245845 Missense_Mutation G A p.E166K 205 77 0.376 0.572 3 2 1 167 sarcoglycan,EalphaE(50kDaEdystrophin'associatedEglycoprotein) ENST00000262018.3

Case#2'Relapse'WholeTumor CD300A 17 72477896 Missense_Mutation A T p.N233I 211 73 0.346 0.527 3 2 1 200 CD300aEmolecule ENST00000360141.3

Case#2'Relapse'WholeTumor RBFOX3 17 77100159 Missense_Mutation G A p.S137F 163 74 0.454 0.692 3 2 1 105 RNAEbindingEprotein,Efox'1EhomologE(C.Eelegans)E3 ENST00000453134.2

Case#2'Relapse'WholeTumor RNF213 17 78346865 Missense_Mutation G C p.R4281P 194 18 0.093 0.141 3 2 1 139 ringEfingerEproteinE213 ENST00000582970.1

Case#2'Relapse'WholeTumor EMILIN2 18 2891917 Missense_Mutation G A p.E598K 168 29 0.173 0.263 3 2 1 112 elastinEmicrofibrilEinterfacerE2 ENST00000254528.3

Case#2'Relapse'WholeTumor TMEM200C 18 5890552 Missense_Mutation G A p.A504V 57 17 0.298 0.454 3 2 1 43 transmembraneEproteinE200C ENST00000581347.2

Case#2'Relapse'WholeTumor IMPACT 18 22023054 Missense_Mutation C T p.P178S 116 42 0.362 0.552 3 2 1 82 impactERWDEdomainEprotein ENST00000284202.4

Case#2'Relapse'WholeTumor DSC1 18 28714538 Missense_Mutation CC TT p.D625N 126 52 0.413 0.629 3 2 1 114 desmocollinE1 ENST00000257198.5

Case#2'Relapse'WholeTumor ALPK2 18 56196344 Missense_Mutation G A p.S1827F 131 68 0.519 0.791 3 2 1 108 alpha'kinaseE2 ENST00000361673.3

Case#2'Relapse'WholeTumor SERPINB8 18 61652436 Missense_Mutation G T p.S226I 162 28 0.173 0.263 3 2 1 141 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE8 ENST00000397985.2

Case#2'Relapse'WholeTumor CNDP1 18 72250811 Missense_Mutation C T p.P442S 207 46 0.222 0.339 3 2 1 188 carnosineEdipeptidaseE1E(metallopeptidaseEM20Efamily) ENST00000358821.3

Case#2'Relapse'WholeTumor PTBP1 19 805050 Missense_Mutation C T p.T252M 287 145 0.505 0.704 4 3 1 185 polypyrimidineEtractEbindingEproteinE1 ENST00000349038.4

Case#2'Relapse'WholeTumor GNG7 19 2515129 Missense_Mutation G A p.S33F 200 35 0.175 0.267 3 2 1 147 guanineEnucleotideEbindingEproteinE(GEprotein),EgammaE7 ENST00000382159.3

Case#2'Relapse'WholeTumor MAP2K2 19 4110574 Missense_Mutation G C p.P128R 160 57 0.356 0.543 3 2 1 162 mitogen'activatedEproteinEkinaseEkinaseE2 ENST00000262948.5

Case#2'Relapse'WholeTumor MUC16 19 9061537 Missense_Mutation C T p.E8637K 205 74 0.361 0.550 3 2 1 158 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#2'Relapse'WholeTumor MUC16 19 9064668 Missense_Mutation G C p.S7593C 228 44 0.193 0.294 3 2 1 177 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#2'Relapse'WholeTumor MUC16 19 9082813 Missense_Mutation G A p.S3001L 186 46 0.247 0.377 3 2 1 167 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#2'Relapse'WholeTumor MUC16 19 9085250 Missense_Mutation C T p.E2189K 146 67 0.459 0.699 3 2 1 154 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#2'Relapse'WholeTumor OR7G3 19 9236942 Missense_Mutation G A p.P229S 167 34 0.204 0.310 3 2 1 168 olfactoryEreceptor,EfamilyE7,EsubfamilyEG,EmemberE3 ENST00000305444.2

Case#2'Relapse'WholeTumor ZNF560 19 9577307 Missense_Mutation C G p.Q772H 310 55 0.177 0.270 3 2 1 264 zincEfingerEproteinE560 ENST00000301480.4

Case#2'Relapse'WholeTumor ZNF563 19 12429713 Missense_Mutation G A p.H376Y 422 86 0.204 0.311 3 2 1 406 zincEfingerEproteinE563 ENST00000293725.5

Case#2'Relapse'WholeTumor ABHD8 19 17412109 Missense_Mutation C T p.G106E 18 7 0.389 0.593 3 2 1 20 abhydrolaseEdomainEcontainingE8 ENST00000247706.3

Case#2'Relapse'WholeTumor ARHGAP35 19 47422066 Missense_Mutation C T p.P45L 325 146 0.449 0.685 3 2 1 282 RhoEGTPaseEactivatingEproteinE35 ENST00000404338.3

Case#2'Relapse'WholeTumor LHB 19 49519534 Missense_Mutation G A p.P73S 463 82 0.177 0.270 3 2 1 386 luteinizingEhormoneEbetaEpolypeptide ENST00000221421.2

Case#2'Relapse'WholeTumor SCAF1 19 50156247 Missense_Mutation CC TT p.R868C 380 145 0.382 0.581 3 2 1 339 SR'relatedECTD'associatedEfactorE1 ENST00000360565.3

Case#2'Relapse'WholeTumor LILRB5 19 54759398 Missense_Mutation C T p.A235T 312 126 0.404 0.615 3 2 1 197

leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEBE(withETMEandE

ITIMEdomains),EmemberE5 ENST00000316219.5

Case#2'Relapse'WholeTumor LILRA1 19 55107746 Missense_Mutation C T p.P351S 267 124 0.464 0.708 3 2 1 214

leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE1 ENST00000251372.3

Case#2'Relapse'WholeTumor ZNF324B 19 58966688 Missense_Mutation CG TT p.P126L 246 49 0.199 0.304 3 2 1 227 zincEfingerEproteinE324B ENST00000336614.4

Case#2'Relapse'WholeTumor CAD 2 27464912 Missense_Mutation C T p.S1943F 150 65 0.433 0.660 3 2 1 131

carbamoyl'phosphateEsynthetaseE2,EaspartateEtranscarbamylase,E

andEdihydroorotase ENST00000403525.1

Case#2'Relapse'WholeTumor C2orf16 2 27803529 Missense_Mutation G A p.A1364T 142 34 0.239 0.365 3 2 1 131 chromosomeE2EopenEreadingEframeE16 ENST00000408964.2

Case#2'Relapse'WholeTumor HEATR5B 2 37234373 Missense_Mutation G A p.H1533Y 180 75 0.417 0.635 3 2 1 135 HEATErepeatEcontainingE5B ENST00000233099.5

Case#2'Relapse'WholeTumor HNRNPLL 2 38809081 Missense_Mutation T C p.Y259C 204 44 0.216 0.329 3 2 1 192 heterogeneousEnuclearEribonucleoproteinEL'like ENST00000449105.3

Case#2'Relapse'WholeTumor USP34 2 61633078 Missense_Mutation T A p.N106I 106 49 0.462 0.704 3 2 1 96 ubiquitinEspecificEpeptidaseE34 ENST00000398571.2

Case#2'Relapse'WholeTumor DUSP11 2 73993587 Missense_Mutation C T p.R298Q 234 49 0.209 0.319 3 2 1 199 dualEspecificityEphosphataseE11E(RNA/RNPEcomplexE1'interacting) ENST00000272444.3

Case#2'Relapse'WholeTumor FAM178B 2 97613588 Missense_Mutation C T p.D497N 124 61 0.492 0.750 3 2 1 105 familyEwithEsequenceEsimilarityE178,EmemberEB ENST00000417561.3

Case#2'Relapse'WholeTumor CNTNAP5 2 125175155 Missense_Mutation G A p.G173R 142 57 0.401 0.612 3 2 1 148 contactinEassociatedEprotein'likeE5 ENST00000431078.1

Case#2'Relapse'WholeTumor MYO7B 2 128366350 Missense_Mutation C T p.S904F 358 57 0.159 0.243 3 2 1 311 myosinEVIIB ENST00000409816.2

Case#2'Relapse'WholeTumor GPR39 2 133402871 Missense_Mutation C T p.R352W 190 83 0.437 0.666 3 2 1 136 GEprotein'coupledEreceptorE39 ENST00000329321.3

Case#2'Relapse'WholeTumor LRP1B 2 141607835 Missense_Mutation G A p.P1592L 181 38 0.210 0.320 3 2 1 137 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3

Case#2'Relapse'WholeTumor NEB 2 152427025 Missense_Mutation C T p.E4001K 134 26 0.194 0.296 3 2 1 88 nebulin ENST00000172853.10

Case#2'Relapse'WholeTumor FMNL2 2 153497396 Missense_Mutation G A p.G421E 188 32 0.170 0.259 3 2 1 133 formin'likeE2 ENST00000475377.2

Case#2'Relapse'WholeTumor DCAF17 2 172325510 Missense_Mutation C A p.F317L 157 75 0.478 0.728 3 2 1 94 DDB1EandECUL4EassociatedEfactorE17 ENST00000375255.3

Case#2'Relapse'WholeTumor PDE1A 2 183011865 Missense_Mutation G A p.H527Y 98 22 0.224 0.342 3 2 1 69 phosphodiesteraseE1A,Ecalmodulin'dependent ENST00000435564.1

Case#2'Relapse'WholeTumor SLC40A1 2 190428486 Missense_Mutation C T p.R409Q 195 41 0.210 0.320 3 2 1 155 soluteEcarrierEfamilyE40E(iron'regulatedEtransporter),EmemberE1 ENST00000261024.2

Case#2'Relapse'WholeTumor STAT4 2 191919251 Missense_Mutation C T p.E406K 171 69 0.404 0.615 3 2 1 141 signalEtransducerEandEactivatorEofEtranscriptionE4 ENST00000392320.2

Case#2'Relapse'WholeTumor DNAH7 2 196762426 Missense_Mutation G C p.P1538A 239 45 0.188 0.287 3 2 1 191 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6

Case#2'Relapse'WholeTumor DNAH7 2 196799458 Missense_Mutation C T p.E1110K 155 28 0.181 0.275 3 2 1 129 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6

Case#2'Relapse'WholeTumor CRYGA 2 209025650 Missense_Mutation C T p.E135K 229 99 0.432 0.659 3 2 1 173 crystallin,EgammaEA ENST00000304502.4

Case#2'Relapse'WholeTumor PTH2R 2 209302602 Missense_Mutation G A p.G136E 142 27 0.190 0.290 3 2 1 111 parathyroidEhormoneE2Ereceptor ENST00000272847.2

Case#2'Relapse'WholeTumor ARPC2 2 219093493 Missense_Mutation C T p.P48S 142 63 0.444 0.676 3 2 1 130 actinErelatedEproteinE2/3Ecomplex,EsubunitE2,E34kDa ENST00000295685.10

Case#2'Relapse'WholeTumor PNKD 2 219206288 Missense_Mutation C T p.R186W 261 16 0.061 0.093 3 2 1 208 paroxysmalEnonkinesigenicEdyskinesia ENST00000273077.4

Case#2'Relapse'WholeTumor ACSL3 2 223782833 Missense_Mutation A G p.N209S 127 20 0.157 0.240 3 2 1 95 acyl'CoAEsynthetaseElong'chainEfamilyEmemberE3 ENST00000357430.3

Case#2'Relapse'WholeTumor COL4A3 2 228109667 Splice_Site G A p.G94R 218 47 0.216 0.329 3 2 1 166 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3
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Case#2'Relapse'WholeTumor CHRNG 2 233408368 Missense_Mutation C T p.R332W 167 38 0.228 0.347 3 2 1 122 cholinergicEreceptor,Enicotinic,EgammaE(muscle) ENST00000389494.3
Case#2'Relapse'WholeTumor INPP5D 2 234112887 Missense_Mutation C T p.P1019S 142 54 0.380 0.579 3 2 1 105 inositolEpolyphosphate'5'phosphatase,E145kDa ENST00000359570.5
Case#2'Relapse'WholeTumor COL6A3 2 238296599 Missense_Mutation C T p.G313E 215 91 0.423 0.645 3 2 1 152 collagen,EtypeEVI,EalphaE3 ENST00000295550.4
Case#2'Relapse'WholeTumor RBM44 2 238733043 Nonsense_Mutation G A p.W811* 210 34 0.162 0.247 3 2 1 41 RNAEbindingEmotifEproteinE44 ENST00000409864.1
Case#2'Relapse'WholeTumor CHGB 20 5903578 Missense_Mutation C T p.S263F 128 24 0.188 0.286 3 2 1 81 chromograninEBE(secretograninE1) ENST00000378961.4
Case#2'Relapse'WholeTumor HAO1 20 7886973 Missense_Mutation C T p.M183I 104 26 0.250 0.381 3 2 1 66 hydroxyacidEoxidaseE(glycolateEoxidase)E1 ENST00000378789.3
Case#2'Relapse'WholeTumor SLX4IP 20 10603749 Nonsense_Mutation C T p.R317* 146 29 0.199 0.303 3 2 1 135 SLX4EinteractingEprotein ENST00000334534.5
Case#2'Relapse'WholeTumor TTLL9 20 30513896 Splice_Site T A 212 90 0.425 0.647 3 2 1 129 tubulinEtyrosineEligase'likeEfamily,EmemberE9 ENST00000375938.4
Case#2'Relapse'WholeTumor GDF5 20 34022347 Missense_Mutation G T p.S289Y 146 24 0.164 0.229 4 3 1 108 growthEdifferentiationEfactorE5 ENST00000374372.1
Case#2'Relapse'WholeTumor SAMHD1 20 35545391 Missense_Mutation C T p.R305K 129 60 0.465 0.648 4 3 1 98 SAMEdomainEandEHDEdomainE1 ENST00000262878.4
Case#2'Relapse'WholeTumor PABPC1L 20 43559255 Missense_Mutation C T p.A376V 187 29 0.155 0.216 4 3 1 166 poly(A)EbindingEprotein,EcytoplasmicE1'like ENST00000217073.2
Case#2'Relapse'WholeTumor PABPC1L 20 43566704 Missense_Mutation G A p.E550K 210 126 0.600 0.836 4 3 1 152 poly(A)EbindingEprotein,EcytoplasmicE1'like ENST00000217073.2
Case#2'Relapse'WholeTumor ZNF334 20 45133364 Nonsense_Mutation G A p.Q13* 243 121 0.498 0.694 4 3 1 145 zincEfingerEproteinE334 ENST00000347606.4
Case#2'Relapse'WholeTumor FAM217B 20 58519207 Missense_Mutation CC TT p.A70V 132 40 0.303 0.398 5 3 2 117 familyEwithEsequenceEsimilarityE217,EmemberEB ENST00000358293.3
Case#2'Relapse'WholeTumor USP25 21 17250160 Nonsense_Mutation C T p.R949* 180 39 0.217 0.330 3 2 1 167 ubiquitinEspecificEpeptidaseE25 ENST00000285679.6
Case#2'Relapse'WholeTumor GRIK1 21 31062192 Missense_Mutation G A p.R134C 148 53 0.358 0.546 3 2 1 117 glutamateEreceptor,Eionotropic,EkainateE1 ENST00000399907.1
Case#2'Relapse'WholeTumor IFNAR2 21 34635507 Missense_Mutation C T p.S417F 159 68 0.428 0.652 3 2 1 138 interferonE(alpha,EbetaEandEomega)EreceptorE2 ENST00000342136.4
Case#2'Relapse'WholeTumor ABCG1 21 43714725 Missense_Mutation C T p.T588I 136 32 0.235 0.359 3 2 1 115 ATP'bindingEcassette,Esub'familyEGE(WHITE),EmemberE1 ENST00000361802.2
Case#2'Relapse'WholeTumor KRTAP10'11 21 46067102 Missense_Mutation C T p.P243S 221 55 0.249 0.379 3 2 1 197 keratinEassociatedEproteinE10'11 ENST00000334670.8
Case#2'Relapse'WholeTumor COL18A1 21 46914475 Missense_Mutation G A p.R1205Q 138 29 0.210 0.320 3 2 1 111 collagen,EtypeEXVIII,EalphaE1 ENST00000359759.4
Case#2'Relapse'WholeTumor PCNT 21 47836080 Missense_Mutation C T p.S2083F 211 99 0.469 0.715 3 2 1 169 pericentrin ENST00000359568.5
Case#2'Relapse'WholeTumor RIMBP3 22 20456945 Missense_Mutation G A p.P1453S 491 72 0.147 0.193 5 3 2 280 RIMSEbindingEproteinE3 ENST00000426804.1
Case#2'Relapse'WholeTumor LZTR1 22 21343110 Missense_Mutation C T p.T181M 203 90 0.443 0.583 5 3 2 111 leucine'zipper'likeEtranscriptionEregulatorE1 ENST00000215739.8
Case#2'Relapse'WholeTumor PIWIL3 22 25155951 Missense_Mutation C G p.Q36H 156 50 0.321 0.421 5 4 1 110 piwi'likeERNA'mediatedEgeneEsilencingE3 ENST00000332271.5
Case#2'Relapse'WholeTumor CABP7 22 30124619 Splice_Site G A p.G85D 137 58 0.423 0.590 4 2 2 66 calciumEbindingEproteinE7 ENST00000216144.3
Case#2'Relapse'WholeTumor EIF3D 22 36916707 Missense_Mutation C T p.R165H 98 26 0.265 0.370 4 2 2 75 eukaryoticEtranslationEinitiationEfactorE3,EsubunitED ENST00000216190.8
Case#2'Relapse'WholeTumor MPPED1 22 43898547 Missense_Mutation A G p.K258E 126 22 0.175 0.243 4 2 2 88 metallophosphoesteraseEdomainEcontainingE1 ENST00000417669.2
Case#2'Relapse'WholeTumor PARVB 22 44489874 Missense_Mutation T C p.V60A 147 58 0.395 0.550 4 2 2 104 parvin,Ebeta ENST00000338758.7
Case#2'Relapse'WholeTumor NUP210 3 13372082 Missense_Mutation G A p.P1330S 235 105 0.447 0.681 3 2 1 199 nucleoporinE210kDa ENST00000254508.5

Case#2'Relapse'WholeTumor SLC4A7 3 27498171 Missense_Mutation C T p.E2K 205 50 0.244 0.372 3 2 1 140
soluteEcarrierEfamilyE4,EsodiumEbicarbonateEcotransporter,E

memberE7 ENST00000295736.5
Case#2'Relapse'WholeTumor SCN5A 3 38592057 Missense_Mutation G A p.L1936F 129 65 0.504 0.768 3 2 1 93 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4
Case#2'Relapse'WholeTumor CSRNP1 3 39185707 Missense_Mutation C T p.R234Q 261 72 0.276 0.420 3 2 1 184 cysteine'serine'richEnuclearEproteinE1 ENST00000273153.5
Case#2'Relapse'WholeTumor LRRC2 3 46593024 Missense_Mutation G A p.R20C 182 34 0.187 0.285 3 2 1 169 leucineErichErepeatEcontainingE2 ENST00000395905.3
Case#2'Relapse'WholeTumor SLC26A6 3 48669111 Missense_Mutation G A p.P292S 104 18 0.173 0.264 3 2 1 115 soluteEcarrierEfamilyE26E(anionEexchanger),EmemberE6 ENST00000395550.2
Case#2'Relapse'WholeTumor UBA7 3 49847517 Missense_Mutation AC TT p.V578K 112 50 0.446 0.680 3 2 1 115 ubiquitin'likeEmodifierEactivatingEenzymeE7 ENST00000333486.3
Case#2'Relapse'WholeTumor DOCK3 3 51127760 Missense_Mutation G A p.E231K 196 69 0.352 0.536 3 2 1 158 dedicatorEofEcytokinesisE3 ENST00000266037.9
Case#2'Relapse'WholeTumor LRTM1 3 54961931 Splice_Site C G 147 74 0.503 0.767 3 2 1 153 leucine'richErepeatsEandEtransmembraneEdomainsE1 ENST00000273286.5
Case#2'Relapse'WholeTumor PTPRG 3 62216967 Missense_Mutation G A p.R786K 49 12 0.245 0.373 3 2 1 48 proteinEtyrosineEphosphatase,EreceptorEtype,EG ENST00000474889.1
Case#2'Relapse'WholeTumor UBA3 3 69105214 Splice_Site C A p.L395L 116 24 0.207 0.315 3 2 1 99 ubiquitin'likeEmodifierEactivatingEenzymeE3 ENST00000361055.4
Case#2'Relapse'WholeTumor DHFRL1 3 93779809 Missense_Mutation A G p.C183R 179 88 0.492 0.749 3 2 1 165 dihydrofolateEreductase'likeE1 ENST00000394221.2

Case#2'Relapse'WholeTumor SLC9C1 3 111996674 Missense_Mutation T G p.N118H 180 68 0.378 0.576 3 2 1 147
soluteEcarrierEfamilyE9,EsubfamilyECE(Na+'transportingEcarboxylicE

acidEdecarboxylase),EmemberE1 ENST00000305815.5
Case#2'Relapse'WholeTumor WDR52 3 113092257 Splice_Site C G 206 48 0.233 0.355 3 2 1 139 ENST00000295868.2
Case#2'Relapse'WholeTumor SIDT1 3 113300268 Missense_Mutation A C p.K242Q 167 37 0.222 0.338 3 2 1 155 SID1EtransmembraneEfamily,EmemberE1 ENST00000264852.4
Case#2'Relapse'WholeTumor GRAMD1C 3 113595055 Missense_Mutation A C p.K136T 221 44 0.199 0.303 3 2 1 176 GRAMEdomainEcontainingE1C ENST00000358160.4
Case#2'Relapse'WholeTumor KALRN 3 124201655 Splice_Site G A p.E1396K 128 56 0.438 0.667 3 2 1 121 kalirin,ERhoGEFEkinase ENST00000240874.3
Case#2'Relapse'WholeTumor COL6A5 3 130141610 Missense_Mutation G A p.G1695E 110 27 0.245 0.374 3 2 1 110 collagen,EtypeEVI,EalphaE5 ENST00000432398.2
Case#2'Relapse'WholeTumor ACKR4 3 132319698 Missense_Mutation C T p.P153S 352 69 0.196 0.299 3 2 1 334 atypicalEchemokineEreceptorE4 ENST00000249887.2
Case#2'Relapse'WholeTumor GRK7 3 141535846 Missense_Mutation G A p.C539Y 117 25 0.214 0.326 3 2 1 80 GEprotein'coupledEreceptorEkinaseE7 ENST00000264952.2
Case#2'Relapse'WholeTumor WDR49 3 167254723 Missense_Mutation C T p.G278E 207 42 0.203 0.309 3 2 1 156 WDErepeatEdomainE49 ENST00000308378.3
Case#2'Relapse'WholeTumor THPO 3 184090671 Missense_Mutation C T p.G231D 120 29 0.242 0.368 3 2 1 80 thrombopoietin ENST00000204615.7
Case#2'Relapse'WholeTumor LSG1 3 194387217 Missense_Mutation T G p.H104P 108 26 0.241 0.367 3 2 1 93 largeE60SEsubunitEnuclearEexportEGTPaseE1 ENST00000265245.5
Case#2'Relapse'WholeTumor RGS12 4 3432545 Missense_Mutation C T p.A1326V 170 44 0.259 0.462 2 1 1 187 regulatorEofEG'proteinEsignalingE12 ENST00000344733.5
Case#2'Relapse'WholeTumor MAN2B2 4 6611023 Nonsense_Mutation C G p.Y668* 110 33 0.300 0.536 2 1 1 122 mannosidase,Ealpha,EclassE2B,EmemberE2 ENST00000285599.3
Case#2'Relapse'WholeTumor CD38 4 15826506 Missense_Mutation T G p.I122M 201 48 0.239 0.364 3 2 1 156 CD38Emolecule ENST00000226279.3
Case#2'Relapse'WholeTumor SLIT2 4 20619226 Missense_Mutation C T p.P1434L 163 78 0.479 0.729 3 2 1 157 slitEhomologE2E(Drosophila) ENST00000504154.1
Case#2'Relapse'WholeTumor KLHL5 4 39116817 Missense_Mutation C T p.S693F 118 30 0.254 0.387 3 2 1 90 kelch'likeEfamilyEmemberE5 ENST00000504108.1
Case#2'Relapse'WholeTumor CHRNA9 4 40351379 Missense_Mutation T G p.F282L 132 32 0.242 0.369 3 2 1 140 cholinergicEreceptor,Enicotinic,EalphaE9E(neuronal) ENST00000310169.2
Case#2'Relapse'WholeTumor RBM47 4 40440602 Missense_Mutation C T p.M103I 216 44 0.204 0.310 3 2 1 179 RNAEbindingEmotifEproteinE47 ENST00000381793.2
Case#2'Relapse'WholeTumor GUF1 4 44691955 Missense_Mutation C T p.P433L 128 8 0.063 0.095 3 2 1 126 GUF1EGTPaseEhomologE(S.Ecerevisiae) ENST00000281543.5
Case#2'Relapse'WholeTumor ENAM 4 71509437 Missense_Mutation C T p.S765F 165 34 0.206 0.314 3 2 1 124 enamelin ENST00000396073.3
Case#2'Relapse'WholeTumor KIAA1109 4 123234822 Missense_Mutation C T p.T3431I 122 30 0.246 0.375 3 2 1 108 KIAA1109 ENST00000264501.4
Case#2'Relapse'WholeTumor FREM3 4 144620448 Missense_Mutation C T p.D461N 192 84 0.438 0.667 3 2 1 168 FRAS1ErelatedEextracellularEmatrixE3 ENST00000329798.5
Case#2'Relapse'WholeTumor ANXA10 4 169049272 Missense_Mutation C T p.P19L 106 26 0.245 0.374 3 2 1 90 annexinEA10 ENST00000359299.3
Case#2'Relapse'WholeTumor SPATA4 4 177116616 Missense_Mutation C T p.R33Q 276 71 0.257 0.392 3 2 1 214 spermatogenesisEassociatedE4 ENST00000280191.2
Case#2'Relapse'WholeTumor TENM3 4 183714432 Missense_Mutation G A p.E2203K 175 72 0.411 0.627 3 2 1 138 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#2'Relapse'WholeTumor WWC2 4 184171119 Missense_Mutation G A p.S309N 156 29 0.186 0.283 3 2 1 129 WWEandEC2EdomainEcontainingE2 ENST00000403733.3
Case#2'Relapse'WholeTumor DNAH5 5 13885322 Missense_Mutation C T p.G920E 69 27 0.391 0.545 4 2 2 45 dynein,Eaxonemal,EheavyEchainE5 ENST00000265104.4
Case#2'Relapse'WholeTumor C9 5 39341716 Missense_Mutation GG AA p.P90L 218 73 0.335 0.466 4 2 2 170 complementEcomponentE9 ENST00000263408.4
Case#2'Relapse'WholeTumor CMYA5 5 79026782 Missense_Mutation C T p.P732S 177 62 0.350 0.488 4 2 2 108 cardiomyopathyEassociatedE5 ENST00000446378.2
Case#2'Relapse'WholeTumor CMYA5 5 79033293 Missense_Mutation G T p.S2902I 162 26 0.160 0.224 4 2 2 98 cardiomyopathyEassociatedE5 ENST00000446378.2
Case#2'Relapse'WholeTumor GPR98 5 90052415 Missense_Mutation C A p.P3909T 134 25 0.187 0.260 4 2 2 88 GEprotein'coupledEreceptorE98 ENST00000405460.2
Case#2'Relapse'WholeTumor KIF3A 5 132056301 Splice_Site G A p.R206C 170 60 0.353 0.538 3 2 1 129 kinesinEfamilyEmemberE3A ENST00000378746.4
Case#2'Relapse'WholeTumor PCDHA4 5 140188687 Missense_Mutation G A p.E639K 486 197 0.405 0.618 3 2 1 438 protocadherinEalphaE4 ENST00000530339.1
Case#2'Relapse'WholeTumor PCDHB8 5 140558546 Missense_Mutation G A p.E311K 168 29 0.173 0.263 3 2 1 162 protocadherinEbetaE8 ENST00000239444.2
Case#2'Relapse'WholeTumor SPINK14 5 147549340 Missense_Mutation G T p.L15F 167 84 0.503 0.766 3 2 1 103 serineEpeptidaseEinhibitor,EKazalEtypeE14E(putative) ENST00000356972.1
Case#2'Relapse'WholeTumor SYNPO 5 150027783 Missense_Mutation CC TT p.P227S 148 65 0.439 0.669 3 2 1 111 synaptopodin ENST00000394243.1
Case#2'Relapse'WholeTumor KIF4B 5 154394048 Missense_Mutation C T p.S210F 231 16 0.069 0.106 3 2 1 162 kinesinEfamilyEmemberE4B ENST00000435029.4
Case#2'Relapse'WholeTumor BTNL9 5 180474954 Missense_Mutation C T p.P46L 130 62 0.477 0.727 3 2 1 125 butyrophilin'likeE9 ENST00000327705.9
Case#2'Relapse'WholeTumor PRSS16 6 27222499 Missense_Mutation C T p.P393L 97 34 0.351 0.534 3 2 1 82 protease,Eserine,E16E(thymus) ENST00000230582.3
Case#2'Relapse'WholeTumor TREML2 6 41162493 Missense_Mutation G A p.A152V 168 32 0.190 0.290 3 2 1 152 triggeringEreceptorEexpressedEonEmyeloidEcells'likeE2 ENST00000483722.1
Case#2'Relapse'WholeTumor BMP5 6 55739516 Missense_Mutation C T p.E50K 204 85 0.417 0.635 3 2 1 176 boneEmorphogeneticEproteinE5 ENST00000370830.3
Case#2'Relapse'WholeTumor COL19A1 6 70866106 Missense_Mutation G A p.D723N 146 26 0.178 0.271 3 2 1 150 collagen,EtypeEXIX,EalphaE1 ENST00000322773.4
Case#2'Relapse'WholeTumor NR2E1 6 108502798 Missense_Mutation C T p.A313V 131 30 0.229 0.349 3 2 1 88 nuclearEreceptorEsubfamilyE2,EgroupEE,EmemberE1 ENST00000368986.4
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Case#2'Relapse'WholeTumor ASF1A 6 119222008 Missense_Mutation G A p.G63S 145 66 0.455 0.694 3 2 1 174 anti'silencingEfunctionE1AEhistoneEchaperone ENST00000229595.5
Case#2'Relapse'WholeTumor THEMIS 6 128134071 Missense_Mutation G A p.T572I 217 46 0.212 0.323 3 2 1 173 thymocyteEselectionEassociated ENST00000368248.2
Case#2'Relapse'WholeTumor MYB 6 135517046 Missense_Mutation C T p.S370L 237 45 0.190 0.289 3 2 1 181 v'mybEavianEmyeloblastosisEviralEoncogeneEhomolog ENST00000367814.4
Case#2'Relapse'WholeTumor VTA1 6 142510629 Missense_Mutation G A p.E160K 188 70 0.372 0.567 3 2 1 172 vesicleE(multivesicularEbody)EtraffickingE1 ENST00000367630.4
Case#2'Relapse'WholeTumor OPRM1 6 154412483 Missense_Mutation G A p.R347Q 232 98 0.422 0.644 3 2 1 198 opioidEreceptor,EmuE1 ENST00000330432.7
Case#2'Relapse'WholeTumor LPA 6 161027508 Splice_Site C T 328 62 0.189 0.288 3 2 1 282 lipoprotein,ELp(a) ENST00000316300.5
Case#2'Relapse'WholeTumor VWDE 7 12373192 Missense_Mutation T A p.I1553F 363 106 0.292 0.343 9 5 4 127 vonEWillebrandEfactorEDEandEEGFEdomains ENST00000275358.3
Case#2'Relapse'WholeTumor SNX10 7 26400626 Missense_Mutation GG AA p.R19K 325 147 0.452 0.531 9 5 4 109 sortingEnexinE10 ENST00000338523.4
Case#2'Relapse'WholeTumor FAM188B 7 30825484 Missense_Mutation A G p.E180G 402 29 0.072 0.085 9 5 4 125 familyEwithEsequenceEsimilarityE188,EmemberEB ENST00000265299.6
Case#2'Relapse'WholeTumor ABCA13 7 48318976 Missense_Mutation A T p.T2729S 369 38 0.103 0.121 9 5 4 134 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1
Case#2'Relapse'WholeTumor ZNF716 7 57528786 Missense_Mutation C T p.H207Y 614 170 0.277 NA NA NA NA 256 zincEfingerEproteinE716 ENST00000420713.1
Case#2'Relapse'WholeTumor ABCB4 7 87101971 Missense_Mutation G C p.T34R 145 8 0.055 0.070 6 6 0 93 ATP'bindingEcassette,Esub'familyEBE(MDR/TAP),EmemberE4 ENST00000265723.4
Case#2'Relapse'WholeTumor SAMD9 7 92734447 Nonsense_Mutation G A p.Q322* 162 131 0.809 1.020 6 6 0 102 sterileEalphaEmotifEdomainEcontainingE9 ENST00000379958.2
Case#2'Relapse'WholeTumor COPS6 7 99688107 Missense_Mutation G T p.K140N 341 46 0.135 0.170 6 6 0 169 COP9EsignalosomeEsubunitE6 ENST00000303904.3
Case#2'Relapse'WholeTumor CHRM2 7 136700034 Missense_Mutation G C p.G141A 177 19 0.107 0.135 6 6 0 101 cholinergicEreceptor,EmuscarinicE2 ENST00000445907.2
Case#2'Relapse'WholeTumor DGKI 7 137170128 Missense_Mutation G A p.H807Y 146 11 0.075 0.095 6 6 0 65 diacylglycerolEkinase,Eiota ENST00000288490.5
Case#2'Relapse'WholeTumor BRAF 7 140453145 Missense_Mutation AG GA p.L597S 301 228 0.757 0.956 6 6 0 155 B'RafEproto'oncogene,Eserine/threonineEkinase ENST00000288602.6
Case#2'Relapse'WholeTumor NOS3 7 150696287 Missense_Mutation G C p.W322C 154 21 0.136 0.172 6 6 0 75 nitricEoxideEsynthaseE3E(endothelialEcell) ENST00000484524.1
Case#2'Relapse'WholeTumor CSMD1 8 2800046 Missense_Mutation G A p.P3496S 181 35 0.193 0.269 4 2 2 137 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#2'Relapse'WholeTumor CSMD1 8 2830815 Missense_Mutation T G p.N2917T 141 49 0.348 0.484 4 2 2 105 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#2'Relapse'WholeTumor CSMD1 8 2949047 Missense_Mutation G A p.R2427C 161 50 0.311 0.433 4 2 2 117 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#2'Relapse'WholeTumor RP1L1 8 10470320 Nonsense_Mutation G A p.Q430* 157 53 0.338 0.470 4 2 2 145 retinitisEpigmentosaE1'likeE1 ENST00000382483.3
Case#2'Relapse'WholeTumor KIF13B 8 29037719 Missense_Mutation G A p.R208C 265 84 0.317 0.442 4 2 2 202 kinesinEfamilyEmemberE13B ENST00000524189.1
Case#2'Relapse'WholeTumor RP1 8 55538384 Missense_Mutation G A p.E648K 161 58 0.360 0.549 3 2 1 156 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1
Case#2'Relapse'WholeTumor RP1 8 55538858 Missense_Mutation G A p.E806K 202 36 0.178 0.272 3 2 1 152 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1
Case#2'Relapse'WholeTumor RP1 8 55540103 Missense_Mutation C T p.P1221S 130 43 0.331 0.504 3 2 1 139 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1
Case#2'Relapse'WholeTumor SLCO5A1 8 70617305 Missense_Mutation C T p.S528N 218 42 0.193 0.294 3 2 1 207 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE5A1 ENST00000260126.4
Case#2'Relapse'WholeTumor OTUD6B 8 92090825 Missense_Mutation A G p.Y216C 132 29 0.220 0.335 3 2 1 128 OTUEdomainEcontainingE6B ENST00000285420.4
Case#2'Relapse'WholeTumor STK3 8 99591892 Splice_Site C T p.S316S 140 69 0.493 0.751 3 2 1 117 serine/threonineEkinaseE3 ENST00000419617.2
Case#2'Relapse'WholeTumor UBR5 8 103297416 Missense_Mutation C T p.A1879T 80 20 0.250 0.381 3 2 1 63 ubiquitinEproteinEligaseEE3EcomponentEn'recogninE5 ENST00000520539.1
Case#2'Relapse'WholeTumor DCSTAMP 8 105360905 Frame_Shift_Del T ' p.I42fs 193 42 0.218 0.332 3 2 1 111 dendrocyteEexpressedEsevenEtransmembraneEprotein ENST00000297581.2
Case#2'Relapse'WholeTumor RSPO2 8 108970406 Missense_Mutation G T p.T173K 97 19 0.196 0.298 3 2 1 105 R'spondinE2 ENST00000276659.5

Case#2'Relapse'WholeTumor PKHD1L1 8 110520455 Missense_Mutation T C p.V3786A 122 13 0.107 0.162 3 2 1 109
polycysticEkidneyEandEhepaticEdiseaseE1E(autosomalErecessive)'likeE

1 ENST00000378402.5
Case#2'Relapse'WholeTumor JAK2 9 5070054 Splice_Site T G 76 42 0.553 0.987 2 2 0 87 JanusEkinaseE2 ENST00000381652.3

Case#2'Relapse'WholeTumor TAF1L 9 32633779 Missense_Mutation C T p.R600Q 159 87 0.547 0.977 2 2 0 178
TAF1ERNAEpolymeraseEII,ETATAEboxEbindingEproteinE(TBP)'

associatedEfactor,E210kDa'like ENST00000242310.4
Case#2'Relapse'WholeTumor FAM205A 9 34725994 Missense_Mutation C A p.G415W 162 28 0.173 0.309 2 2 0 142 familyEwithEsequenceEsimilarityE205,EmemberEA ENST00000378788.3

Case#2'Relapse'WholeTumor TRPM6 9 77422991 Missense_Mutation G A p.H533Y 148 29 0.196 0.350 2 2 0 143
transientEreceptorEpotentialEcationEchannel,EsubfamilyEM,EmemberE

6 ENST00000360774.1
Case#2'Relapse'WholeTumor DAPK1 9 90321284 Frame_Shift_Ins ' T p.M1100fs 184 45 0.245 0.437 2 2 0 208 death'associatedEproteinEkinaseE1 ENST00000408954.3
Case#2'Relapse'WholeTumor WNK2 9 95997111 Missense_Mutation C T p.P366L 145 80 0.552 0.985 2 2 0 156 WNKElysineEdeficientEproteinEkinaseE2 ENST00000297954.4
Case#2'Relapse'WholeTumor FBP2 9 97349720 Missense_Mutation C T p.G68R 189 99 0.524 0.935 2 2 0 203 fructose'1,6'bisphosphataseE2 ENST00000375337.3
Case#2'Relapse'WholeTumor OR13D1 9 107457064 Missense_Mutation G A p.R121K 157 74 0.471 0.842 2 2 0 151 olfactoryEreceptor,EfamilyE13,EsubfamilyED,EmemberE1 ENST00000318763.5
Case#2'Relapse'WholeTumor OLFM1 9 138011716 Missense_Mutation C T p.P384S 121 64 0.529 0.945 2 2 0 120 olfactomedinE1 ENST00000371793.3
Case#2'Relapse'WholeTumor KCNT1 9 138649216 Missense_Mutation G A p.E231K 161 95 0.590 1.054 2 2 0 164 potassiumEchannel,EsubfamilyET,EmemberE1 ENST00000263604.3
Case#2'Relapse'WholeTumor FAM166A 9 140139847 Missense_Mutation C T p.G145E 169 87 0.515 0.919 2 2 0 188 familyEwithEsequenceEsimilarityE166,EmemberEA ENST00000344774.4
Case#2'Relapse'WholeTumor DCAF8L1 X 27997672 Nonsense_Mutation G A p.R594* 151 99 0.656 NA NA NA NA 97 DDB1EandECUL4EassociatedEfactorE8'likeE1 ENST00000441525.1
Case#2'Relapse'WholeTumor CHST7 X 46433406 Missense_Mutation T G p.F14V 144 47 0.326 NA NA NA NA 92 carbohydrateE(N'acetylglucosamineE6'O)EsulfotransferaseE7 ENST00000276055.3
Case#2'Relapse'WholeTumor OPHN1 X 67652784 Nonsense_Mutation G A p.Q27* 90 37 0.411 NA NA NA NA 65 oligophreninE1 ENST00000355520.5
Case#2'Relapse'WholeTumor MAGEE2 X 75003604 Missense_Mutation C T p.R428Q 116 89 0.767 NA NA NA NA 87 melanomaEantigenEfamilyEE,E2 ENST00000373359.2
Case#2'Relapse'WholeTumor MUM1L1 X 105451316 Missense_Mutation G A p.D631N 78 50 0.641 NA NA NA NA 59 melanomaEassociatedEantigenE(mutated)E1'likeE1 ENST00000357175.2
Case#2'Relapse'WholeTumor COL4A5 X 107909764 Missense_Mutation G A p.E1165K 133 80 0.602 NA NA NA NA 76 collagen,EtypeEIV,EalphaE5 ENST00000361603.2
Case#2'Relapse'WholeTumor F8 X 154130406 Missense_Mutation G C p.A2012G 104 36 0.346 NA NA NA NA 83 coagulationEfactorEVIII,EprocoagulantEcomponent ENST00000360256.4

Case#2'Relapse'M464 UBR4 1 19446148 Missense_Mutation G A p.S3453F 230 116 0.504 0.509 4 2 2 95 ubiquitinEproteinEligaseEE3EcomponentEn'recogninE4 ENST00000375254.3
Case#2'Relapse'M464 USP48 1 22074689 Nonsense_Mutation G A p.R284* 196 87 0.444 0.448 4 2 2 112 ubiquitinEspecificEpeptidaseE48 ENST00000308271.9
Case#2'Relapse'M464 CSMD2 1 34158630 Missense_Mutation C T p.E191K 245 132 0.539 0.544 4 2 2 153 CUBEandESushiEmultipleEdomainsE2 ENST00000373380.1
Case#2'Relapse'M464 GUCA2A 1 42629134 Missense_Mutation G A p.P75S 224 106 0.473 0.478 4 2 2 114 guanylateEcyclaseEactivatorE2AE(guanylin) ENST00000357001.2
Case#2'Relapse'M464 YBX1 1 43162403 Missense_Mutation C T p.P149S 357 168 0.471 0.475 4 2 2 256 YEboxEbindingEproteinE1 ENST00000321358.7

Case#2'Relapse'M464 EIF2B3 1 45316632 Missense_Mutation C T p.M450I 218 91 0.417 0.422 4 2 2 127
eukaryoticEtranslationEinitiationEfactorE2B,EsubunitE3Egamma,E

58kDa ENST00000360403.2
Case#2'Relapse'M464 ZSWIM5 1 45501872 Missense_Mutation G A p.A665V 199 30 0.151 0.152 4 2 2 103 zincEfinger,ESWIM'typeEcontainingE5 ENST00000359600.5
Case#2'Relapse'M464 TMEM69 1 46159342 Missense_Mutation T G p.F170C 379 192 0.507 0.512 4 2 2 205 transmembraneEproteinE69 ENST00000372025.4
Case#2'Relapse'M464 SPATA6 1 48771504 Missense_Mutation C G p.S414T 172 18 0.105 0.106 4 2 2 88 spermatogenesisEassociatedE6 ENST00000371847.3
Case#2'Relapse'M464 NRD1 1 52287201 Missense_Mutation C T p.V464M 190 91 0.479 0.484 4 2 2 107 nardilysinE(N'arginineEdibasicEconvertase) ENST00000354831.7
Case#2'Relapse'M464 MROH7 1 55167778 Missense_Mutation C T p.R1101C 212 89 0.420 0.424 4 2 2 115 maestroEheat'likeErepeatEfamilyEmemberE7 ENST00000421030.2
Case#2'Relapse'M464 C8A 1 57333319 Missense_Mutation T G p.C39G 251 52 0.207 0.209 4 2 2 147 complementEcomponentE8,EalphaEpolypeptide ENST00000361249.3
Case#2'Relapse'M464 NFIA 1 61554113 Missense_Mutation A G p.N107S 237 114 0.481 0.486 4 2 2 152 nuclearEfactorEI/A ENST00000403491.3
Case#2'Relapse'M464 WDR78 1 67292573 Missense_Mutation G A p.P757S 337 155 0.460 0.465 4 2 2 184 WDErepeatEdomainE78 ENST00000371026.3
Case#2'Relapse'M464 OVGP1 1 111957517 Missense_Mutation T C p.S536G 120 49 0.408 0.414 3 2 1 39 oviductalEglycoproteinE1,E120kDa ENST00000369732.3

Case#2'Relapse'M464 MAGI3 1 114201725 Nonsense_Mutation GTC TAA p.V885* 92 46 0.500 0.507 3 2 1 76
membraneEassociatedEguanylateEkinase,EWWEandEPDZEdomainE

containingE3 ENST00000307546.9
Case#2'Relapse'M464 CD101 1 117554348 Missense_Mutation C T p.L201F 214 111 0.519 0.526 3 2 1 141 CD101Emolecule ENST00000256652.4

Case#2'Relapse'M464 SPRR3 1 152975659 Frame_Shift_Del

GAGCCAGGCT
GTACCAAGGT

CCCT ' p.E55fs 386 43 0.111 0.113 3 2 1 295 smallEproline'richEproteinE3 ENST00000295367.4

Case#2'Relapse'M464 KCNN3 1 154744784 Missense_Mutation A G p.V372A 230 45 0.196 0.198 3 2 1 132
potassiumEintermediate/smallEconductanceEcalcium'activatedE

channel,EsubfamilyEN,EmemberE3 ENST00000271915.4
Case#2'Relapse'M464 FCRL5 1 157494225 Missense_Mutation G A p.H695Y 260 95 0.365 0.370 3 2 1 138 FcEreceptor'likeE5 ENST00000361835.3
Case#2'Relapse'M464 OR10K1 1 158435851 Missense_Mutation C T p.P167L 240 148 0.617 0.625 3 2 1 169 olfactoryEreceptor,EfamilyE10,EsubfamilyEK,EmemberE1 ENST00000289451.2
Case#2'Relapse'M464 SPTA1 1 158582643 Missense_Mutation C G p.E2366D 157 89 0.567 0.575 3 2 1 112 spectrin,Ealpha,EerythrocyticE1 ENST00000368147.4
Case#2'Relapse'M464 ADCY10 1 167830176 Missense_Mutation C T p.R581Q 238 96 0.403 0.409 3 2 1 162 adenylateEcyclaseE10E(soluble) ENST00000367851.4
Case#2'Relapse'M464 FMO1 1 171254450 Missense_Mutation G A p.D456N 205 80 0.390 0.396 3 2 1 145 flavinEcontainingEmonooxygenaseE1 ENST00000354841.4
Case#2'Relapse'M464 FASLG 1 172634863 Missense_Mutation G A p.E185K 177 71 0.401 0.407 3 2 1 124 FasEligandE(TNFEsuperfamily,EmemberE6) ENST00000367721.2
Case#2'Relapse'M464 SLC9C2 1 173506151 Missense_Mutation C T p.G529R 187 56 0.299 0.304 3 2 1 129 soluteEcarrierEfamilyE9,EmemberEC2E(putative) ENST00000367714.3
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Case#2'Relapse'M464 LAMC2 1 183205632 Missense_Mutation A G p.R832G 109 12 0.110 0.112 3 2 1 72 laminin,EgammaE2 ENST00000264144.4
Case#2'Relapse'M464 CFH 1 196709900 Missense_Mutation G T p.W978C 174 59 0.339 0.344 3 2 1 141 complementEfactorEH ENST00000367429.4
Case#2'Relapse'M464 KIF21B 1 200944701 Missense_Mutation C T p.G1514R 126 50 0.397 0.402 3 2 1 85 kinesinEfamilyEmemberE21B ENST00000422435.2
Case#2'Relapse'M464 NUAK2 1 205272869 Missense_Mutation GG AA p.P532L 102 57 0.559 0.566 3 2 1 59 NUAKEfamily,ESNF1'likeEkinase,E2 ENST00000367157.3

Case#2'Relapse'M464 KCNH1 1 211093144 Missense_Mutation C T p.G434R 351 196 0.558 0.566 3 2 1 277
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE1 ENST00000271751.4
Case#2'Relapse'M464 USH2A 1 215972377 Missense_Mutation C T p.G3277E 225 92 0.409 0.414 3 2 1 204 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#2'Relapse'M464 USH2A 1 216061902 Missense_Mutation C T p.E2697K 161 52 0.323 0.327 3 2 1 119 UsherEsyndromeE2AE(autosomalErecessive,Emild) ENST00000307340.3
Case#2'Relapse'M464 DISP1 1 223176405 Missense_Mutation C T p.P556S 140 82 0.586 0.594 3 2 1 88 dispatchedEhomologE1E(Drosophila) ENST00000284476.6
Case#2'Relapse'M464 SUSD4 1 223396814 Missense_Mutation G T p.D407E 102 42 0.412 0.417 3 2 1 62 sushiEdomainEcontainingE4 ENST00000343846.3
Case#2'Relapse'M464 SDE2 1 226180122 Missense_Mutation C T p.R166H 150 61 0.407 0.412 3 2 1 91 SDE2EtelomereEmaintenanceEhomologE(S.Epombe) ENST00000272091.7
Case#2'Relapse'M464 OBSCN 1 228403370 Missense_Mutation C A p.F645L 385 70 0.182 0.184 3 2 1 247 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#2'Relapse'M464 OBSCN 1 228494211 Missense_Mutation G A p.G3933E 115 39 0.339 0.344 3 2 1 83 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#2'Relapse'M464 ABCB10 1 229683251 Missense_Mutation T A p.M306L 301 171 0.568 0.576 3 2 1 198 ATP'bindingEcassette,Esub'familyEBE(MDR/TAP),EmemberE10 ENST00000344517.4
Case#2'Relapse'M464 PCNXL2 1 233270779 Missense_Mutation C T p.V1273M 276 102 0.370 0.375 3 2 1 169 pecanex'likeE2E(Drosophila) ENST00000258229.9
Case#2'Relapse'M464 OR1C1 1 247920918 Missense_Mutation G A p.S264F 119 46 0.387 0.394 2 1 1 134 olfactoryEreceptor,EfamilyE1,EsubfamilyEC,EmemberE1 ENST00000408896.2
Case#2'Relapse'M464 DCLRE1C 10 14977485 Missense_Mutation C T p.M147I 107 63 0.589 0.613 1 1 0 35 DNAEcross'linkErepairE1C ENST00000378278.2
Case#2'Relapse'M464 DCLRE1C 10 14977523 Missense_Mutation C T p.G135R 104 57 0.548 0.570 1 1 0 35 DNAEcross'linkErepairE1C ENST00000378278.2
Case#2'Relapse'M464 ARHGAP22 10 49791162 Missense_Mutation G A p.R24W 55 55 1.000 1.020 2 2 0 72 RhoEGTPaseEactivatingEproteinE22 ENST00000249601.4
Case#2'Relapse'M464 DLG5 10 79580911 Missense_Mutation G A p.R1111C 80 74 0.925 0.944 2 2 0 83 discs,ElargeEhomologE5E(Drosophila) ENST00000372391.2

Case#2'Relapse'M464 LRIT1 10 85993828 Splice_Site C T 105 21 0.200 0.204 2 2 0 115
leucine'richErepeat,Eimmunoglobulin'likeEandEtransmembraneE

domainsE1 ENST00000372105.3
Case#2'Relapse'M464 DCLRE1A 10 115610037 Missense_Mutation C T p.R276H 107 7 0.065 0.067 2 2 0 101 DNAEcross'linkErepairE1A ENST00000361384.2
Case#2'Relapse'M464 MUC6 11 1030779 Splice_Site GC TT p.A229N 63 60 0.952 0.962 4 4 0 51 mucinE6,EoligomericEmucus/gel'forming ENST00000421673.2
Case#2'Relapse'M464 MUC2 11 1092926 Missense_Mutation C G p.T1582R 1744 119 0.068 0.069 8 5 3 1016 mucinE2,EoligomericEmucus/gel'forming ENST00000441003.2
Case#2'Relapse'M464 TH 11 2186536 Missense_Mutation C G p.Q451H 102 6 0.059 0.060 3 3 0 94 tyrosineEhydroxylase ENST00000381178.1
Case#2'Relapse'M464 OR51I1 11 5461851 Missense_Mutation GG AA p.T298I 116 111 0.957 0.970 3 3 0 127 olfactoryEreceptor,EfamilyE51,EsubfamilyEI,EmemberE1 ENST00000380211.1
Case#2'Relapse'M464 OR5P2 11 7818171 Missense_Mutation C T p.E107K 153 150 0.980 0.994 3 3 0 158 olfactoryEreceptor,EfamilyE5,EsubfamilyEP,EmemberE2 ENST00000329434.2
Case#2'Relapse'M464 OR4A16 11 55110683 Missense_Mutation C T p.P3S 154 150 0.974 0.994 2 2 0 140 olfactoryEreceptor,EfamilyE4,EsubfamilyEA,EmemberE16 ENST00000314721.2
Case#2'Relapse'M464 CTNND1 11 57564280 Missense_Mutation G A p.G258R 164 159 0.970 0.983 3 3 0 210 cateninE(cadherin'associatedEprotein),EdeltaE1 ENST00000399050.4
Case#2'Relapse'M464 PCNXL3 11 65384461 Missense_Mutation A T p.Q107L 74 29 0.392 0.397 3 3 0 53 pecanex'likeE3E(Drosophila) ENST00000355703.3
Case#2'Relapse'M464 IGHMBP2 11 68675723 Missense_Mutation G A p.D123N 139 137 0.986 0.999 3 3 0 128 immunoglobulinEmuEbindingEproteinE2 ENST00000255078.3

Case#2'Relapse'M464 B3GNT6 11 76751713 Missense_Mutation G A p.S373N 192 14 0.073 0.074 3 3 0 127
UDP'GlcNAc:betaGalEbeta'1,3'N'acetylglucosaminyltransferaseE6E

(coreE3Esynthase) ENST00000533140.1
Case#2'Relapse'M464 TRIM77 11 89444610 Nonsense_Mutation G A p.W148* 111 109 0.982 0.995 3 3 0 116 tripartiteEmotifEcontainingE77 ENST00000398290.3
Case#2'Relapse'M464 MMP20 11 102487610 Missense_Mutation G A p.P103S 157 153 0.975 0.988 3 3 0 151 matrixEmetallopeptidaseE20 ENST00000260228.2
Case#2'Relapse'M464 GRIA4 11 105789535 Missense_Mutation A G p.K456R 185 81 0.438 0.444 3 3 0 150 glutamateEreceptor,Eionotropic,EAMPAE4 ENST00000530497.1
Case#2'Relapse'M464 GRAMD1B 11 123465478 Nonsense_Mutation C T p.Q126* 148 146 0.986 1.000 3 3 0 98 GRAMEdomainEcontainingE1B ENST00000529750.1
Case#2'Relapse'M464 KCNJ5 11 128781214 Missense_Mutation G A p.G16R 170 166 0.976 0.990 3 3 0 146 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE5 ENST00000338350.4
Case#2'Relapse'M464 ADAMTS15 11 130339181 Missense_Mutation G A p.D523N 99 96 0.970 0.983 3 3 0 74 ADAMEmetallopeptidaseEwithEthrombospondinEtypeE1Emotif,E15 ENST00000299164.2
Case#2'Relapse'M464 DCP1B 12 2058318 Frame_Shift_Del G ' p.P569fs 195 51 0.262 0.265 3 2 1 133 decappingEmRNAE1B ENST00000280665.6
Case#2'Relapse'M464 PRMT8 12 3649955 Missense_Mutation G A p.E87K 205 57 0.278 0.282 3 2 1 142 proteinEarginineEmethyltransferaseE8 ENST00000382622.3
Case#2'Relapse'M464 VWF 12 6103165 Missense_Mutation A T p.L2154Q 174 110 0.632 0.641 3 2 1 109 vonEWillebrandEfactor ENST00000261405.5
Case#2'Relapse'M464 CD163L1 12 7521564 Splice_Site GA ' 120 16 0.133 0.135 3 2 1 84 CD163Emolecule'likeE1 ENST00000313599.3
Case#2'Relapse'M464 PRH2 12 11083425 Missense_Mutation G A p.G89R 379 50 0.132 0.134 3 2 1 260 proline'richEproteinEHaeIIIEsubfamilyE2 ENST00000396400.3

Case#2'Relapse'M464 PIK3C2G 12 18716366 Missense_Mutation C T p.S1238L 125 53 0.424 0.430 3 2 1 108
phosphatidylinositol'4'phosphateE3'kinase,EcatalyticEsubunitEtypeE

2Egamma ENST00000266497.5

Case#2'Relapse'M464 PIK3C2G 12 18716381 Missense_Mutation CA AT p.S1243Y 129 32 0.248 0.251 3 2 1 114
phosphatidylinositol'4'phosphateE3'kinase,EcatalyticEsubunitEtypeE

2Egamma ENST00000266497.5
Case#2'Relapse'M464 SLCO1B3 12 21069126 Missense_Mutation G A p.G685E 226 69 0.305 0.309 3 2 1 155 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE1B3 ENST00000381545.3
Case#2'Relapse'M464 KCNJ8 12 21918938 Missense_Mutation C T p.E332K 203 124 0.611 0.619 3 2 1 162 potassiumEinwardly'rectifyingEchannel,EsubfamilyEJ,EmemberE8 ENST00000240662.2
Case#2'Relapse'M464 SLC38A4 12 47178369 Missense_Mutation C T p.G150E 90 89 0.989 1.009 2 2 0 97 soluteEcarrierEfamilyE38,EmemberE4 ENST00000447411.1
Case#2'Relapse'M464 ADCY6 12 49170029 Missense_Mutation A G p.I547T 91 5 0.055 0.056 2 2 0 79 adenylateEcyclaseE6 ENST00000307885.4
Case#2'Relapse'M464 DIP2B 12 51118670 Splice_Site G A 130 126 0.969 0.989 2 1 1 151 DIP2Edisco'interactingEproteinE2EhomologEBE(Drosophila) ENST00000301180.5
Case#2'Relapse'M464 KRT2 12 53042832 Missense_Mutation G T p.L306M 201 112 0.557 0.569 2 2 0 147 keratinE2 ENST00000309680.3
Case#2'Relapse'M464 KRT76 12 53162841 Missense_Mutation C T p.V525I 178 77 0.433 0.441 2 2 0 215 keratinE76 ENST00000332411.2
Case#2'Relapse'M464 MYO1A 12 57422920 Missense_Mutation C T p.E1001K 87 86 0.989 1.009 2 2 0 81 myosinEIA ENST00000442789.2
Case#2'Relapse'M464 C12orf55 12 97180611 Missense_Mutation G A p.E2872K 76 74 0.974 0.994 2 2 0 106 ENST00000524981.4

Case#2'Relapse'M464 GNPTAB 12 102153816 Missense_Mutation G T p.P1081T 101 96 0.950 0.970 2 2 0 136
N'acetylglucosamine'1'phosphateEtransferase,EalphaEandEbetaE

subunits ENST00000299314.7
Case#2'Relapse'M464 TDG 12 104376924 Missense_Mutation C T p.R209C 105 104 0.990 1.011 2 2 0 112 thymine'DNAEglycosylase ENST00000392872.3
Case#2'Relapse'M464 CUX2 12 111757876 Missense_Mutation C T p.T688I 104 99 0.952 0.971 2 2 0 108 cut'likeEhomeoboxE2 ENST00000261726.6
Case#2'Relapse'M464 ATXN2 12 111924586 Missense_Mutation G T p.F921L 57 21 0.368 0.376 2 2 0 69 ataxinE2 ENST00000377617.3
Case#2'Relapse'M464 DNAH10 12 124267722 Missense_Mutation G A p.E243K 183 180 0.984 1.004 2 2 0 162 dynein,Eaxonemal,EheavyEchainE10 ENST00000409039.3
Case#2'Relapse'M464 BRCA2 13 32930738 Missense_Mutation C T p.H2537Y 84 82 0.976 0.996 2 2 0 96 breastEcancerE2,EearlyEonset ENST00000380152.3
Case#2'Relapse'M464 NBEA 13 36124642 Missense_Mutation G A p.G2205E 127 126 0.992 1.012 2 2 0 151 neurobeachin ENST00000400445.3
Case#2'Relapse'M464 MYCBP2 13 77635403 Missense_Mutation C T p.D4275N 115 9 0.078 0.080 2 2 0 157 MYCEbindingEproteinE2,EE3EubiquitinEproteinEligase ENST00000544440.2

Case#2'Relapse'M464 NFKBIA 14 35871725 Missense_Mutation G A p.P261S 85 82 0.965 0.984 2 2 0 93
nuclearEfactorEofEkappaElightEpolypeptideEgeneEenhancerEinEB'cellsE

inhibitor,Ealpha ENST00000216797.5
Case#2'Relapse'M464 TTC6 14 38151975 Missense_Mutation G A p.E355K 97 94 0.969 0.989 2 2 0 126 tetratricopeptideErepeatEdomainE6 ENST00000553443.1
Case#2'Relapse'M464 SSTR1 14 38679319 Missense_Mutation G T p.C242F 124 32 0.258 0.263 2 2 0 124 somatostatinEreceptorE1 ENST00000267377.2
Case#2'Relapse'M464 PRPF39 14 45583459 Splice_Site G A p.G611R 105 23 0.219 0.224 2 2 0 134 pre'mRNAEprocessingEfactorE39 ENST00000355765.6

Case#2'Relapse'M464 KCNH5 14 63453861 Missense_Mutation G C p.R160G 123 123 1.000 1.020 2 2 0 142
potassiumEvoltage'gatedEchannel,EsubfamilyEHE(eag'related),E

memberE5 ENST00000322893.7
Case#2'Relapse'M464 MAP3K9 14 71197329 Missense_Mutation G C p.T1028R 153 11 0.072 0.073 2 2 0 163 mitogen'activatedEproteinEkinaseEkinaseEkinaseE9 ENST00000554752.2
Case#2'Relapse'M464 ABCD4 14 74764632 Splice_Site C T 171 77 0.450 0.459 2 2 0 184 ATP'bindingEcassette,Esub'familyEDE(ALD),EmemberE4 ENST00000356924.4
Case#2'Relapse'M464 BEGAIN 14 101004431 Missense_Mutation A T p.S553T 33 7 0.212 0.216 2 2 0 19 brain'enrichedEguanylateEkinase'associated ENST00000355173.2
Case#2'Relapse'M464 AHNAK2 14 105405040 Missense_Mutation A T p.V5583E 105 8 0.076 0.078 2 2 0 93 AHNAKEnucleoproteinE2 ENST00000333244.5
Case#2'Relapse'M464 OR4M2 15 22369306 Missense_Mutation C T p.S244F 822 242 0.294 0.298 3 2 1 727 olfactoryEreceptor,EfamilyE4,EsubfamilyEM,EmemberE2 ENST00000332663.2
Case#2'Relapse'M464 FMN1 15 33261614 Missense_Mutation T C p.E763G 173 114 0.659 0.668 3 2 1 117 forminE1 ENST00000559047.1

Case#2'Relapse'M464 SLC28A2 15 45545451 Missense_Mutation C T p.S13F 180 106 0.589 0.597 3 2 1 145
soluteEcarrierEfamilyE28E(concentrativeEnucleosideEtransporter),E

memberE2 ENST00000347644.3
Case#2'Relapse'M464 GLDN 15 51692684 Missense_Mutation A T p.E339V 209 40 0.191 0.194 3 2 1 127 gliomedin ENST00000335449.6
Case#2'Relapse'M464 CYP1A2 15 75042116 Missense_Mutation G A p.E13K 195 130 0.667 0.676 3 2 1 149 cytochromeEP450,EfamilyE1,EsubfamilyEA,EpolypeptideE2 ENST00000343932.4
Case#2'Relapse'M464 KIAA1199 15 81188289 Nonsense_Mutation G A p.W433* 255 163 0.639 0.648 3 2 1 184 ENST00000394685.3
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Case#2'Relapse'M464 LRRK1 15 101606184 Missense_Mutation C G p.P1848A 97 48 0.495 0.502 3 2 1 65 leucine'richErepeatEkinaseE1 ENST00000388948.3
Case#2'Relapse'M464 PKD1 16 2160895 Missense_Mutation G A p.R1425C 491 175 0.356 0.361 3 2 1 323 polycysticEkidneyEdiseaseE1E(autosomalEdominant) ENST00000262304.4
Case#2'Relapse'M464 DNAH3 16 20974716 Missense_Mutation C T p.G3497E 239 133 0.556 0.564 3 2 1 181 dynein,Eaxonemal,EheavyEchainE3 ENST00000261383.3
Case#2'Relapse'M464 DNAH3 16 21086851 Missense_Mutation C T p.E1001K 116 76 0.655 0.664 3 2 1 92 dynein,Eaxonemal,EheavyEchainE3 ENST00000261383.3
Case#2'Relapse'M464 TMEM159 16 21185368 Missense_Mutation C G p.C101W 172 64 0.372 0.377 3 2 1 124 transmembraneEproteinE159 ENST00000233047.4
Case#2'Relapse'M464 TNRC6A 16 24815560 Nonsense_Mutation C T p.R1253* 125 35 0.280 0.284 3 2 1 103 trinucleotideErepeatEcontainingE6A ENST00000395799.3
Case#2'Relapse'M464 PRR14 16 30666042 Missense_Mutation CG TT p.R251F 98 25 0.255 0.259 3 2 1 79 prolineErichE14 ENST00000542965.2
Case#2'Relapse'M464 STX1B 16 31004546 Missense_Mutation G C p.R231G 161 40 0.248 0.252 3 2 1 121 syntaxinE1B ENST00000215095.5
Case#2'Relapse'M464 ITGAM 16 31309065 Splice_Site G A 138 87 0.630 0.639 3 2 1 94 integrin,EalphaEME(complementEcomponentE3EreceptorE3Esubunit) ENST00000287497.8
Case#2'Relapse'M464 ITGAM 16 31309202 Missense_Mutation A T p.E545V 133 41 0.308 0.312 3 2 1 98 integrin,EalphaEME(complementEcomponentE3EreceptorE3Esubunit) ENST00000287497.8
Case#2'Relapse'M464 PAPD5 16 50263084 Missense_Mutation C T p.R538C 139 39 0.281 0.284 3 2 1 117 PAPEassociatedEdomainEcontainingE5 ENST00000561678.1

Case#2'Relapse'M464 OGFOD1 16 56504605 Missense_Mutation C T p.P396L 102 30 0.294 0.298 3 2 1 81
2'oxoglutarateEandEiron'dependentEoxygenaseEdomainEcontainingE

1 ENST00000566157.1
Case#2'Relapse'M464 SLC12A3 16 56947280 Missense_Mutation G A p.G1010E 363 228 0.628 0.637 3 2 1 244 soluteEcarrierEfamilyE12E(sodium/chlorideEtransporter),EmemberE3 ENST00000563236.1
Case#2'Relapse'M464 NLRC5 16 57110766 Missense_Mutation G A p.C1596Y 106 29 0.274 0.277 3 2 1 84 NLREfamily,ECARDEdomainEcontainingE5 ENST00000262510.6
Case#2'Relapse'M464 EXOC3L1 16 67221347 Missense_Mutation C T p.G274E 121 78 0.645 0.653 3 2 1 61 exocystEcomplexEcomponentE3'likeE1 ENST00000314586.6
Case#2'Relapse'M464 HYDIN 16 70977759 Missense_Mutation G A p.L2209F 80 53 0.663 0.672 3 2 1 46 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2
Case#2'Relapse'M464 HYDIN 16 71007260 Missense_Mutation T G p.M1789L 444 85 0.191 0.194 3 2 1 271 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2
Case#2'Relapse'M464 HYDIN 16 71009082 Missense_Mutation C T p.D1577N 1113 446 0.401 0.406 3 2 1 872 HYDIN,EaxonemalEcentralEpairEapparatusEprotein ENST00000393567.2
Case#2'Relapse'M464 CHST4 16 71570816 Nonsense_Mutation G A p.W79* 179 110 0.615 0.623 3 2 1 126 carbohydrateE(N'acetylglucosamineE6'O)EsulfotransferaseE4 ENST00000338482.5
Case#2'Relapse'M464 JPH3 16 87678364 Missense_Mutation G A p.D295N 484 147 0.304 0.308 3 2 1 387 junctophilinE3 ENST00000284262.2
Case#2'Relapse'M464 DNAH2 17 7702025 Missense_Mutation G A p.E2850K 103 49 0.476 0.485 2 1 1 125 dynein,Eaxonemal,EheavyEchainE2 ENST00000572933.1

Case#2'Relapse'M464 KCNAB3 17 7827771 Missense_Mutation A T p.Y225N 160 70 0.438 0.446 2 1 1 163
potassiumEvoltage'gatedEchannel,Eshaker'relatedEsubfamily,EbetaE

memberE3 ENST00000303790.2
Case#2'Relapse'M464 USP43 17 9583599 Nonsense_Mutation G T p.E341* 120 63 0.525 0.536 2 1 1 111 ubiquitinEspecificEpeptidaseE43 ENST00000285199.7
Case#2'Relapse'M464 MYH4 17 10358940 Missense_Mutation A T p.F722Y 186 85 0.457 0.466 2 1 1 213 myosin,EheavyEchainE4,EskeletalEmuscle ENST00000255381.2
Case#2'Relapse'M464 DNAH9 17 11607590 Missense_Mutation G A p.G1741D 110 56 0.509 0.519 2 1 1 141 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4
Case#2'Relapse'M464 ERBB2 17 37871538 Splice_Site G T 94 8 0.085 0.087 2 1 1 84 v'erb'b2EavianEerythroblasticEleukemiaEviralEoncogeneEhomologE2 ENST00000269571.5
Case#2'Relapse'M464 CSF3 17 38172825 Missense_Mutation C A p.P134T 229 119 0.520 0.530 2 1 1 182 colonyEstimulatingEfactorE3E(granulocyte) ENST00000225474.2
Case#2'Relapse'M464 KRTAP4'5 17 39305785 Missense_Mutation A T p.C79S 446 86 0.193 0.197 2 1 1 362 keratinEassociatedEproteinE4'5 ENST00000343246.4
Case#2'Relapse'M464 ZNF385C 17 40181094 Splice_Site G A p.A226V 68 21 0.309 0.315 2 1 1 63 zincEfingerEproteinE385C ENST00000436535.3
Case#2'Relapse'M464 IGF2BP1 17 47126787 Missense_Mutation C T p.A572V 146 47 0.322 0.326 3 2 1 101 insulin'likeEgrowthEfactorE2EmRNAEbindingEproteinE1 ENST00000290341.3
Case#2'Relapse'M464 SGCA 17 48245845 Missense_Mutation G A p.E166K 242 156 0.645 0.653 3 2 1 167 sarcoglycan,EalphaE(50kDaEdystrophin'associatedEglycoprotein) ENST00000262018.3
Case#2'Relapse'M464 XYLT2 17 48432324 Missense_Mutation G C p.R305T 143 10 0.070 0.071 3 2 1 116 xylosyltransferaseEII ENST00000017003.2
Case#2'Relapse'M464 ANKFN1 17 54431262 Missense_Mutation C G p.I155M 309 56 0.181 0.184 3 2 1 216 ankyrin'repeatEandEfibronectinEtypeEIIIEdomainEcontainingE1 ENST00000318698.2
Case#2'Relapse'M464 CD300A 17 72477896 Missense_Mutation A T p.N233I 222 139 0.626 0.635 3 2 1 200 CD300aEmolecule ENST00000360141.3
Case#2'Relapse'M464 RBFOX3 17 77100159 Missense_Mutation G A p.S137F 168 115 0.685 0.694 3 2 1 105 RNAEbindingEprotein,Efox'1EhomologE(C.Eelegans)E3 ENST00000453134.2
Case#2'Relapse'M464 RNF213 17 78346865 Missense_Mutation G C p.R4281P 175 17 0.097 0.098 3 2 1 139 ringEfingerEproteinE213 ENST00000582970.1
Case#2'Relapse'M464 EMILIN2 18 2891917 Missense_Mutation G A p.E598K 170 57 0.335 0.340 3 2 1 112 elastinEmicrofibrilEinterfacerE2 ENST00000254528.3
Case#2'Relapse'M464 TMEM200C 18 5890552 Missense_Mutation G A p.A504V 57 12 0.211 0.213 3 2 1 43 transmembraneEproteinE200C ENST00000581347.2
Case#2'Relapse'M464 IMPACT 18 22023054 Missense_Mutation C T p.P178S 131 81 0.618 0.627 3 2 1 82 impactERWDEdomainEprotein ENST00000284202.4
Case#2'Relapse'M464 DSC1 18 28714538 Missense_Mutation CC TT p.D625N 150 93 0.620 0.628 3 2 1 114 desmocollinE1 ENST00000257198.5
Case#2'Relapse'M464 ALPK2 18 56196344 Missense_Mutation G A p.S1827F 182 113 0.621 0.629 3 2 1 108 alpha'kinaseE2 ENST00000361673.3
Case#2'Relapse'M464 SERPINB8 18 61652436 Missense_Mutation G T p.S226I 169 51 0.302 0.306 3 2 1 141 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE8 ENST00000397985.2
Case#2'Relapse'M464 CNDP1 18 72250811 Missense_Mutation C T p.P442S 198 61 0.308 0.312 3 2 1 188 carnosineEdipeptidaseE1E(metallopeptidaseEM20Efamily) ENST00000358821.3
Case#2'Relapse'M464 PTBP1 19 805050 Missense_Mutation C T p.T252M 451 315 0.698 0.706 4 3 1 185 polypyrimidineEtractEbindingEproteinE1 ENST00000349038.4
Case#2'Relapse'M464 GNG7 19 2515129 Missense_Mutation G A p.S33F 252 82 0.325 0.330 3 2 1 147 guanineEnucleotideEbindingEproteinE(GEprotein),EgammaE7 ENST00000382159.3
Case#2'Relapse'M464 MAP2K2 19 4110574 Missense_Mutation G C p.P128R 190 114 0.600 0.608 3 2 1 162 mitogen'activatedEproteinEkinaseEkinaseE2 ENST00000262948.5
Case#2'Relapse'M464 MUC16 19 9061537 Missense_Mutation C T p.E8637K 227 146 0.643 0.652 3 2 1 158 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#2'Relapse'M464 MUC16 19 9064668 Missense_Mutation G C p.S7593C 266 78 0.293 0.297 3 2 1 177 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#2'Relapse'M464 MUC16 19 9082813 Missense_Mutation G A p.S3001L 243 82 0.337 0.342 3 2 1 167 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#2'Relapse'M464 MUC16 19 9085250 Missense_Mutation C T p.E2189K 231 150 0.649 0.658 3 2 1 154 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#2'Relapse'M464 OR7G3 19 9236942 Missense_Mutation G A p.P229S 225 81 0.360 0.365 3 2 1 168 olfactoryEreceptor,EfamilyE7,EsubfamilyEG,EmemberE3 ENST00000305444.2
Case#2'Relapse'M464 ZNF560 19 9577307 Missense_Mutation C G p.Q772H 336 100 0.298 0.302 3 2 1 264 zincEfingerEproteinE560 ENST00000301480.4
Case#2'Relapse'M464 ZNF563 19 12429713 Missense_Mutation G A p.H376Y 484 146 0.302 0.306 3 2 1 406 zincEfingerEproteinE563 ENST00000293725.5
Case#2'Relapse'M464 ABHD8 19 17412109 Missense_Mutation C T p.G106E 27 19 0.704 0.713 3 2 1 20 abhydrolaseEdomainEcontainingE8 ENST00000247706.3
Case#2'Relapse'M464 TM6SF2 19 19377376 Missense_Mutation C T p.A283T 195 41 0.210 0.213 3 2 1 130 transmembraneE6EsuperfamilyEmemberE2 ENST00000389363.4
Case#2'Relapse'M464 ZNF729 19 22497144 Missense_Mutation G T p.A309S 111 8 0.072 0.073 3 2 1 74 zincEfingerEproteinE729 ENST00000601693.1
Case#2'Relapse'M464 ARHGAP35 19 47422066 Missense_Mutation C T p.P45L 253 163 0.644 0.653 3 2 1 282 RhoEGTPaseEactivatingEproteinE35 ENST00000404338.3
Case#2'Relapse'M464 LHB 19 49519534 Missense_Mutation G A p.P73S 649 181 0.279 0.283 3 2 1 386 luteinizingEhormoneEbetaEpolypeptide ENST00000221421.2
Case#2'Relapse'M464 SCAF1 19 50156247 Missense_Mutation CC TT p.R868C 450 265 0.589 0.597 3 2 1 339 SR'relatedECTD'associatedEfactorE1 ENST00000360565.3

Case#2'Relapse'M464 LILRB5 19 54759398 Missense_Mutation C T p.A235T 343 227 0.662 0.671 3 2 1 197
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEBE(withETMEandE

ITIMEdomains),EmemberE5 ENST00000316219.5

Case#2'Relapse'M464 LILRA1 19 55107746 Missense_Mutation C T p.P351S 275 182 0.662 0.671 3 2 1 214
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE1 ENST00000251372.3
Case#2'Relapse'M464 ZNF324B 19 58966688 Missense_Mutation CG TT p.P126L 262 95 0.363 0.368 3 2 1 227 zincEfingerEproteinE324B ENST00000336614.4

Case#2'Relapse'M464 CAD 2 27464912 Missense_Mutation C T p.S1943F 165 116 0.703 0.713 3 2 1 131
carbamoyl'phosphateEsynthetaseE2,EaspartateEtranscarbamylase,E

andEdihydroorotase ENST00000403525.1
Case#2'Relapse'M464 C2orf16 2 27803529 Missense_Mutation G A p.A1364T 178 51 0.287 0.290 3 2 1 131 chromosomeE2EopenEreadingEframeE16 ENST00000408964.2
Case#2'Relapse'M464 HEATR5B 2 37234373 Missense_Mutation G A p.H1533Y 205 126 0.615 0.623 3 2 1 135 HEATErepeatEcontainingE5B ENST00000233099.5
Case#2'Relapse'M464 HNRNPLL 2 38809081 Missense_Mutation T C p.Y259C 240 73 0.304 0.308 3 2 1 192 heterogeneousEnuclearEribonucleoproteinEL'like ENST00000449105.3
Case#2'Relapse'M464 USP34 2 61633078 Missense_Mutation T A p.N106I 99 70 0.707 0.717 3 2 1 96 ubiquitinEspecificEpeptidaseE34 ENST00000398571.2
Case#2'Relapse'M464 DUSP11 2 73993587 Missense_Mutation C T p.R298Q 255 101 0.396 0.401 3 2 1 199 dualEspecificityEphosphataseE11E(RNA/RNPEcomplexE1'interacting) ENST00000272444.3
Case#2'Relapse'M464 CNTNAP5 2 125175155 Missense_Mutation G A p.G173R 193 114 0.591 0.599 3 2 1 148 contactinEassociatedEprotein'likeE5 ENST00000431078.1
Case#2'Relapse'M464 MYO7B 2 128366350 Missense_Mutation C T p.S904F 462 146 0.316 0.320 3 2 1 311 myosinEVIIB ENST00000409816.2
Case#2'Relapse'M464 GPR39 2 133402871 Missense_Mutation C T p.R352W 195 126 0.646 0.655 3 2 1 136 GEprotein'coupledEreceptorE39 ENST00000329321.3
Case#2'Relapse'M464 LRP1B 2 141607835 Missense_Mutation G A p.P1592L 161 47 0.292 0.296 3 2 1 137 lowEdensityElipoproteinEreceptor'relatedEproteinE1B ENST00000389484.3
Case#2'Relapse'M464 NEB 2 152427025 Missense_Mutation C T p.E4001K 155 48 0.310 0.314 3 2 1 88 nebulin ENST00000172853.10
Case#2'Relapse'M464 FMNL2 2 153497396 Missense_Mutation G A p.G421E 202 55 0.272 0.276 3 2 1 133 formin'likeE2 ENST00000475377.2
Case#2'Relapse'M464 DCAF17 2 172325510 Missense_Mutation C A p.F317L 143 95 0.664 0.673 3 2 1 94 DDB1EandECUL4EassociatedEfactorE17 ENST00000375255.3
Case#2'Relapse'M464 PDE1A 2 183011865 Missense_Mutation G A p.H527Y 79 32 0.405 0.411 3 2 1 69 phosphodiesteraseE1A,Ecalmodulin'dependent ENST00000435564.1
Case#2'Relapse'M464 SLC40A1 2 190428486 Missense_Mutation C T p.R409Q 243 87 0.358 0.363 3 2 1 155 soluteEcarrierEfamilyE40E(iron'regulatedEtransporter),EmemberE1 ENST00000261024.2
Case#2'Relapse'M464 STAT4 2 191919251 Missense_Mutation C T p.E406K 183 120 0.656 0.665 3 2 1 141 signalEtransducerEandEactivatorEofEtranscriptionE4 ENST00000392320.2
Case#2'Relapse'M464 DNAH7 2 196762426 Missense_Mutation G C p.P1538A 225 66 0.293 0.297 3 2 1 191 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
Case#2'Relapse'M464 DNAH7 2 196799458 Missense_Mutation C T p.E1110K 177 58 0.328 0.332 3 2 1 129 dynein,Eaxonemal,EheavyEchainE7 ENST00000312428.6
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Case#2'Relapse'M464 CRYGA 2 209025650 Missense_Mutation C T p.E135K 212 136 0.642 0.650 3 2 1 173 crystallin,EgammaEA ENST00000304502.4
Case#2'Relapse'M464 PTH2R 2 209302602 Missense_Mutation G A p.G136E 153 45 0.294 0.298 3 2 1 111 parathyroidEhormoneE2Ereceptor ENST00000272847.2
Case#2'Relapse'M464 ARPC2 2 219093493 Missense_Mutation C T p.P48S 127 82 0.646 0.654 3 2 1 130 actinErelatedEproteinE2/3Ecomplex,EsubunitE2,E34kDa ENST00000295685.10
Case#2'Relapse'M464 PNKD 2 219206288 Missense_Mutation C T p.R186W 296 35 0.118 0.120 3 2 1 208 paroxysmalEnonkinesigenicEdyskinesia ENST00000273077.4
Case#2'Relapse'M464 ACSL3 2 223782833 Missense_Mutation A G p.N209S 123 40 0.325 0.330 3 2 1 95 acyl'CoAEsynthetaseElong'chainEfamilyEmemberE3 ENST00000357430.3
Case#2'Relapse'M464 COL4A3 2 228109667 Splice_Site G A p.G94R 219 65 0.297 0.301 3 2 1 166 collagen,EtypeEIV,EalphaE3E(GoodpastureEantigen) ENST00000396578.3
Case#2'Relapse'M464 CHRNG 2 233408368 Missense_Mutation C T p.R332W 146 51 0.349 0.354 3 2 1 122 cholinergicEreceptor,Enicotinic,EgammaE(muscle) ENST00000389494.3
Case#2'Relapse'M464 INPP5D 2 234112887 Missense_Mutation C T p.P1019S 200 120 0.600 0.608 3 2 1 105 inositolEpolyphosphate'5'phosphatase,E145kDa ENST00000359570.5
Case#2'Relapse'M464 COL6A3 2 238296599 Missense_Mutation C T p.G313E 234 153 0.654 0.663 3 2 1 152 collagen,EtypeEVI,EalphaE3 ENST00000295550.4
Case#2'Relapse'M464 RBM44 2 238733043 Nonsense_Mutation G A p.W811* 260 84 0.323 0.327 3 2 1 41 RNAEbindingEmotifEproteinE44 ENST00000409864.1
Case#2'Relapse'M464 CHGB 20 5903578 Missense_Mutation C T p.S263F 136 39 0.287 0.291 3 2 1 81 chromograninEBE(secretograninE1) ENST00000378961.4
Case#2'Relapse'M464 HAO1 20 7886973 Missense_Mutation C T p.M183I 102 32 0.314 0.318 3 2 1 66 hydroxyacidEoxidaseE(glycolateEoxidase)E1 ENST00000378789.3
Case#2'Relapse'M464 SLX4IP 20 10603749 Nonsense_Mutation C T p.R317* 221 66 0.299 0.303 3 2 1 135 SLX4EinteractingEprotein ENST00000334534.5
Case#2'Relapse'M464 TTLL9 20 30513896 Splice_Site T A 236 141 0.597 0.606 3 2 1 129 tubulinEtyrosineEligase'likeEfamily,EmemberE9 ENST00000375938.4
Case#2'Relapse'M464 GDF5 20 34022347 Missense_Mutation G T p.S289Y 146 43 0.295 0.299 3 2 1 108 growthEdifferentiationEfactorE5 ENST00000374372.1
Case#2'Relapse'M464 SAMHD1 20 35545391 Missense_Mutation C T p.R305K 128 80 0.625 0.634 3 2 1 98 SAMEdomainEandEHDEdomainE1 ENST00000262878.4
Case#2'Relapse'M464 PABPC1L 20 43559255 Missense_Mutation C T p.A376V 210 74 0.352 0.357 3 2 1 166 poly(A)EbindingEprotein,EcytoplasmicE1'like ENST00000217073.2
Case#2'Relapse'M464 PABPC1L 20 43566704 Missense_Mutation G A p.E550K 181 114 0.630 0.638 3 2 1 152 poly(A)EbindingEprotein,EcytoplasmicE1'like ENST00000217073.2
Case#2'Relapse'M464 ZNF334 20 45133364 Nonsense_Mutation G A p.Q13* 204 118 0.578 0.586 3 2 1 145 zincEfingerEproteinE334 ENST00000347606.4
Case#2'Relapse'M464 FAM217B 20 58519207 Missense_Mutation CC TT p.A70V 152 77 0.507 0.512 4 2 2 117 familyEwithEsequenceEsimilarityE217,EmemberEB ENST00000358293.3
Case#2'Relapse'M464 USP25 21 17250160 Nonsense_Mutation C T p.R949* 171 52 0.304 0.308 3 2 1 167 ubiquitinEspecificEpeptidaseE25 ENST00000285679.6
Case#2'Relapse'M464 GRIK1 21 31062192 Missense_Mutation G A p.R134C 131 89 0.679 0.689 3 2 1 117 glutamateEreceptor,Eionotropic,EkainateE1 ENST00000399907.1
Case#2'Relapse'M464 IFNAR2 21 34635507 Missense_Mutation C T p.S417F 187 139 0.743 0.753 3 2 1 138 interferonE(alpha,EbetaEandEomega)EreceptorE2 ENST00000342136.4
Case#2'Relapse'M464 KCNE1 21 35821821 Missense_Mutation T C p.S38G 252 13 0.052 0.052 3 2 1 174 potassiumEvoltage'gatedEchannel,EIsk'relatedEfamily,EmemberE1 ENST00000337385.3
Case#2'Relapse'M464 ABCG1 21 43714725 Missense_Mutation C T p.T588I 171 46 0.269 0.273 3 2 1 115 ATP'bindingEcassette,Esub'familyEGE(WHITE),EmemberE1 ENST00000361802.2
Case#2'Relapse'M464 KRTAP10'11 21 46067102 Missense_Mutation C T p.P243S 287 86 0.300 0.304 3 2 1 197 keratinEassociatedEproteinE10'11 ENST00000334670.8
Case#2'Relapse'M464 COL18A1 21 46914475 Missense_Mutation G A p.R1205Q 198 56 0.283 0.287 3 2 1 111 collagen,EtypeEXVIII,EalphaE1 ENST00000359759.4
Case#2'Relapse'M464 PCNT 21 47836080 Missense_Mutation C T p.S2083F 263 169 0.643 0.651 3 2 1 169 pericentrin ENST00000359568.5
Case#2'Relapse'M464 RIMBP3 22 20456945 Missense_Mutation G A p.P1453S 491 126 0.257 0.260 3 2 1 280 RIMSEbindingEproteinE3 ENST00000426804.1
Case#2'Relapse'M464 LZTR1 22 21343110 Missense_Mutation C T p.T181M 180 91 0.506 0.511 4 2 2 111 leucine'zipper'likeEtranscriptionEregulatorE1 ENST00000215739.8
Case#2'Relapse'M464 PIWIL3 22 25155951 Missense_Mutation C G p.Q36H 169 68 0.402 0.406 4 3 1 110 piwi'likeERNA'mediatedEgeneEsilencingE3 ENST00000332271.5
Case#2'Relapse'M464 CABP7 22 30124619 Splice_Site G A p.G85D 152 89 0.586 0.592 4 2 2 66 calciumEbindingEproteinE7 ENST00000216144.3
Case#2'Relapse'M464 EIF3D 22 36916707 Missense_Mutation C T p.R165H 126 48 0.381 0.385 4 2 2 75 eukaryoticEtranslationEinitiationEfactorE3,EsubunitED ENST00000216190.8
Case#2'Relapse'M464 TRIOBP 22 38120671 Missense_Mutation G A p.R703Q 563 85 0.151 0.153 4 2 2 284 TRIOEandEF'actinEbindingEprotein ENST00000406386.3
Case#2'Relapse'M464 MPPED1 22 43898547 Missense_Mutation A G p.K258E 170 34 0.200 0.202 4 2 2 88 metallophosphoesteraseEdomainEcontainingE1 ENST00000417669.2
Case#2'Relapse'M464 PARVB 22 44489874 Missense_Mutation T C p.V60A 210 90 0.429 0.433 4 2 2 104 parvin,Ebeta ENST00000338758.7
Case#2'Relapse'M464 NUP210 3 13372082 Missense_Mutation G A p.P1330S 303 191 0.630 0.639 3 2 1 199 nucleoporinE210kDa ENST00000254508.5

Case#2'Relapse'M464 SLC4A7 3 27498171 Missense_Mutation C T p.E2K 126 41 0.325 0.330 3 2 1 140
soluteEcarrierEfamilyE4,EsodiumEbicarbonateEcotransporter,E

memberE7 ENST00000295736.5
Case#2'Relapse'M464 SCN5A 3 38592057 Missense_Mutation G A p.L1936F 172 108 0.628 0.636 3 2 1 93 sodiumEchannel,Evoltage'gated,EtypeEV,EalphaEsubunit ENST00000333535.4
Case#2'Relapse'M464 CSRNP1 3 39185707 Missense_Mutation C T p.R234Q 301 94 0.312 0.317 3 2 1 184 cysteine'serine'richEnuclearEproteinE1 ENST00000273153.5
Case#2'Relapse'M464 CCR1 3 46244924 Missense_Mutation C G p.C294S 274 17 0.062 0.063 3 2 1 168 chemokineE(C'CEmotif)EreceptorE1 ENST00000296140.3
Case#2'Relapse'M464 LRRC2 3 46593024 Missense_Mutation G A p.R20C 198 57 0.288 0.292 3 2 1 169 leucineErichErepeatEcontainingE2 ENST00000395905.3
Case#2'Relapse'M464 SLC26A6 3 48669111 Missense_Mutation G A p.P292S 141 53 0.376 0.381 3 2 1 115 soluteEcarrierEfamilyE26E(anionEexchanger),EmemberE6 ENST00000395550.2
Case#2'Relapse'M464 UBA7 3 49847517 Missense_Mutation AC TT p.V578K 123 77 0.626 0.635 3 2 1 115 ubiquitin'likeEmodifierEactivatingEenzymeE7 ENST00000333486.3
Case#2'Relapse'M464 DOCK3 3 51127760 Missense_Mutation G A p.E231K 156 108 0.692 0.702 3 2 1 158 dedicatorEofEcytokinesisE3 ENST00000266037.9
Case#2'Relapse'M464 LRTM1 3 54961931 Splice_Site C G 159 104 0.654 0.663 3 2 1 153 leucine'richErepeatsEandEtransmembraneEdomainsE1 ENST00000273286.5
Case#2'Relapse'M464 PTPRG 3 62216967 Missense_Mutation G A p.R786K 58 20 0.345 0.350 3 2 1 48 proteinEtyrosineEphosphatase,EreceptorEtype,EG ENST00000474889.1
Case#2'Relapse'M464 UBA3 3 69105214 Splice_Site C A p.L395L 123 46 0.374 0.379 3 2 1 99 ubiquitin'likeEmodifierEactivatingEenzymeE3 ENST00000361055.4
Case#2'Relapse'M464 PPP4R2 3 73114862 Nonsense_Mutation G T p.E415* 242 39 0.161 0.163 3 2 1 195 proteinEphosphataseE4,EregulatoryEsubunitE2 ENST00000356692.5
Case#2'Relapse'M464 DHFRL1 3 93779809 Missense_Mutation A G p.C183R 210 131 0.624 0.632 3 2 1 165 dihydrofolateEreductase'likeE1 ENST00000394221.2

Case#2'Relapse'M464 SLC9C1 3 111996674 Missense_Mutation T G p.N118H 173 114 0.659 0.668 3 2 1 147
soluteEcarrierEfamilyE9,EsubfamilyECE(Na+'transportingEcarboxylicE

acidEdecarboxylase),EmemberE1 ENST00000305815.5
Case#2'Relapse'M464 WDR52 3 113092257 Splice_Site C G 201 71 0.353 0.358 3 2 1 139 ENST00000295868.2
Case#2'Relapse'M464 SIDT1 3 113300268 Missense_Mutation A C p.K242Q 138 37 0.268 0.272 3 2 1 155 SID1EtransmembraneEfamily,EmemberE1 ENST00000264852.4
Case#2'Relapse'M464 GRAMD1C 3 113595055 Missense_Mutation A C p.K136T 245 56 0.229 0.232 3 2 1 176 GRAMEdomainEcontainingE1C ENST00000358160.4
Case#2'Relapse'M464 MYLK 3 123419446 Missense_Mutation G C p.L957V 194 34 0.175 0.178 3 2 1 99 myosinElightEchainEkinase ENST00000475616.1
Case#2'Relapse'M464 KALRN 3 124201655 Splice_Site G A p.E1396K 127 81 0.638 0.646 3 2 1 121 kalirin,ERhoGEFEkinase ENST00000240874.3
Case#2'Relapse'M464 COL6A5 3 130141610 Missense_Mutation G A p.G1695E 145 50 0.345 0.350 3 2 1 110 collagen,EtypeEVI,EalphaE5 ENST00000432398.2
Case#2'Relapse'M464 ACKR4 3 132319698 Missense_Mutation C T p.P153S 451 147 0.326 0.330 3 2 1 334 atypicalEchemokineEreceptorE4 ENST00000249887.2
Case#2'Relapse'M464 GRK7 3 141535846 Missense_Mutation G A p.C539Y 153 58 0.379 0.384 3 2 1 80 GEprotein'coupledEreceptorEkinaseE7 ENST00000264952.2
Case#2'Relapse'M464 WDR49 3 167254723 Missense_Mutation C T p.G278E 214 58 0.271 0.275 3 2 1 156 WDErepeatEdomainE49 ENST00000308378.3
Case#2'Relapse'M464 THPO 3 184090671 Missense_Mutation C T p.G231D 137 49 0.358 0.363 3 2 1 80 thrombopoietin ENST00000204615.7
Case#2'Relapse'M464 LSG1 3 194387217 Missense_Mutation T G p.H104P 130 43 0.331 0.335 3 2 1 93 largeE60SEsubunitEnuclearEexportEGTPaseE1 ENST00000265245.5
Case#2'Relapse'M464 ZNF595 4 59391 Nonsense_Mutation CC TT p.Q25* 1546 164 0.106 0.108 2 1 1 1401 zincEfingerEproteinE595 ENST00000509152.2
Case#2'Relapse'M464 RGS12 4 3432545 Missense_Mutation C T p.A1326V 174 90 0.517 0.528 2 1 1 187 regulatorEofEG'proteinEsignalingE12 ENST00000344733.5
Case#2'Relapse'M464 MAN2B2 4 6611023 Nonsense_Mutation C G p.Y668* 134 68 0.507 0.518 2 1 1 122 mannosidase,Ealpha,EclassE2B,EmemberE2 ENST00000285599.3
Case#2'Relapse'M464 CD38 4 15826506 Missense_Mutation T G p.I122M 233 91 0.391 0.396 3 2 1 156 CD38Emolecule ENST00000226279.3
Case#2'Relapse'M464 SLIT2 4 20619226 Missense_Mutation C T p.P1434L 184 109 0.592 0.600 3 2 1 157 slitEhomologE2E(Drosophila) ENST00000504154.1
Case#2'Relapse'M464 KLHL5 4 39116817 Missense_Mutation C T p.S693F 161 44 0.273 0.277 3 2 1 90 kelch'likeEfamilyEmemberE5 ENST00000504108.1
Case#2'Relapse'M464 CHRNA9 4 40351379 Missense_Mutation T G p.F282L 187 55 0.294 0.298 3 2 1 140 cholinergicEreceptor,Enicotinic,EalphaE9E(neuronal) ENST00000310169.2
Case#2'Relapse'M464 RBM47 4 40440602 Missense_Mutation C T p.M103I 280 80 0.286 0.290 3 2 1 179 RNAEbindingEmotifEproteinE47 ENST00000381793.2
Case#2'Relapse'M464 LIMCH1 4 41648273 Missense_Mutation C G p.T411S 204 19 0.093 0.094 3 2 1 128 LIMEandEcalponinEhomologyEdomainsE1 ENST00000313860.7
Case#2'Relapse'M464 ENAM 4 71509437 Missense_Mutation C T p.S765F 199 59 0.296 0.301 3 2 1 124 enamelin ENST00000396073.3

Case#2'Relapse'M464 TRPC3 4 122820844 Missense_Mutation G T p.L824I 75 13 0.173 0.176 3 2 1 67
transientEreceptorEpotentialEcationEchannel,EsubfamilyEC,EmemberE

3 ENST00000379645.3
Case#2'Relapse'M464 KIAA1109 4 123234822 Missense_Mutation C T p.T3431I 156 63 0.404 0.409 3 2 1 108 KIAA1109 ENST00000264501.4
Case#2'Relapse'M464 FREM3 4 144620448 Missense_Mutation C T p.D461N 238 129 0.542 0.549 3 2 1 168 FRAS1ErelatedEextracellularEmatrixE3 ENST00000329798.5
Case#2'Relapse'M464 ANXA10 4 169049272 Missense_Mutation C T p.P19L 84 16 0.190 0.193 3 2 1 90 annexinEA10 ENST00000359299.3
Case#2'Relapse'M464 SPATA4 4 177116616 Missense_Mutation C T p.R33Q 256 83 0.324 0.329 3 2 1 214 spermatogenesisEassociatedE4 ENST00000280191.2
Case#2'Relapse'M464 TENM3 4 183714432 Missense_Mutation G A p.E2203K 185 116 0.627 0.636 3 2 1 138 teneurinEtransmembraneEproteinE3 ENST00000511685.1
Case#2'Relapse'M464 WWC2 4 184171119 Missense_Mutation G A p.S309N 173 57 0.329 0.334 3 2 1 129 WWEandEC2EdomainEcontainingE2 ENST00000403733.3
Case#2'Relapse'M464 DNAH5 5 13885322 Missense_Mutation C T p.G920E 100 54 0.540 0.546 4 2 2 64 dynein,Eaxonemal,EheavyEchainE5 ENST00000265104.4
Case#2'Relapse'M464 C9 5 39341716 Missense_Mutation GG AA p.P90L 266 140 0.526 0.532 4 2 2 170 complementEcomponentE9 ENST00000263408.4
Case#2'Relapse'M464 CMYA5 5 79026782 Missense_Mutation C T p.P732S 210 94 0.448 0.452 4 2 2 108 cardiomyopathyEassociatedE5 ENST00000446378.2
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Case#2'Relapse'M464 CMYA5 5 79033293 Missense_Mutation G T p.S2902I 160 34 0.213 0.215 4 2 2 98 cardiomyopathyEassociatedE5 ENST00000446378.2

Case#2'Relapse'M464 GPR98 5 89985788 Missense_Mutation T G p.F2201V 148 18 0.122 0.123 4 2 2 101 GEprotein'coupledEreceptorE98 ENST00000405460.2

Case#2'Relapse'M464 GPR98 5 90052415 Missense_Mutation C A p.P3909T 141 37 0.262 0.265 4 2 2 88 GEprotein'coupledEreceptorE98 ENST00000405460.2

Case#2'Relapse'M464 ERAP2 5 96239260 Missense_Mutation G T p.V670F 174 18 0.103 0.105 3 2 1 177 endoplasmicEreticulumEaminopeptidaseE2 ENST00000437043.3

Case#2'Relapse'M464 KIF3A 5 132056301 Splice_Site G A p.R206C 180 113 0.628 0.636 3 2 1 129 kinesinEfamilyEmemberE3A ENST00000378746.4

Case#2'Relapse'M464 PCDHA4 5 140188687 Missense_Mutation G A p.E639K 565 345 0.611 0.619 3 2 1 438 protocadherinEalphaE4 ENST00000530339.1

Case#2'Relapse'M464 PCDHB8 5 140558546 Missense_Mutation G A p.E311K 231 75 0.325 0.329 3 2 1 162 protocadherinEbetaE8 ENST00000239444.2

Case#2'Relapse'M464 SPINK14 5 147549340 Missense_Mutation G T p.L15F 150 95 0.633 0.642 3 2 1 103 serineEpeptidaseEinhibitor,EKazalEtypeE14E(putative) ENST00000356972.1

Case#2'Relapse'M464 SYNPO 5 150027783 Missense_Mutation CC TT p.P227S 193 121 0.627 0.635 3 2 1 111 synaptopodin ENST00000394243.1

Case#2'Relapse'M464 HAVCR1 5 156476105 Missense_Mutation A T p.L242Q 262 39 0.149 0.151 3 2 1 218 hepatitisEAEvirusEcellularEreceptorE1 ENST00000339252.3

Case#2'Relapse'M464 BTNL9 5 180474954 Missense_Mutation C T p.P46L 161 99 0.615 0.623 3 2 1 125 butyrophilin'likeE9 ENST00000327705.9

Case#2'Relapse'M464 PRSS16 6 27222499 Missense_Mutation C T p.P393L 100 71 0.710 0.720 3 2 1 82 protease,Eserine,E16E(thymus) ENST00000230582.3

Case#2'Relapse'M464 TREML2 6 41162493 Missense_Mutation G A p.A152V 246 68 0.276 0.280 3 2 1 152 triggeringEreceptorEexpressedEonEmyeloidEcells'likeE2 ENST00000483722.1

Case#2'Relapse'M464 BMP5 6 55739516 Missense_Mutation C T p.E50K 213 146 0.685 0.695 3 2 1 176 boneEmorphogeneticEproteinE5 ENST00000370830.3

Case#2'Relapse'M464 COL19A1 6 70866106 Missense_Mutation G A p.D723N 164 46 0.280 0.284 3 2 1 150 collagen,EtypeEXIX,EalphaE1 ENST00000322773.4

Case#2'Relapse'M464 NR2E1 6 108502798 Missense_Mutation C T p.A313V 137 46 0.336 0.340 3 2 1 88 nuclearEreceptorEsubfamilyE2,EgroupEE,EmemberE1 ENST00000368986.4

Case#2'Relapse'M464 ASF1A 6 119222008 Missense_Mutation G A p.G63S 194 118 0.608 0.617 3 2 1 174 anti'silencingEfunctionE1AEhistoneEchaperone ENST00000229595.5

Case#2'Relapse'M464 THEMIS 6 128134071 Missense_Mutation G A p.T572I 207 63 0.304 0.308 3 2 1 173 thymocyteEselectionEassociated ENST00000368248.2

Case#2'Relapse'M464 MYB 6 135517046 Missense_Mutation C T p.S370L 191 54 0.283 0.287 3 2 1 181 v'mybEavianEmyeloblastosisEviralEoncogeneEhomolog ENST00000367814.4

Case#2'Relapse'M464 VTA1 6 142510629 Missense_Mutation G A p.E160K 197 130 0.660 0.669 3 2 1 172 vesicleE(multivesicularEbody)EtraffickingE1 ENST00000367630.4

Case#2'Relapse'M464 OPRM1 6 154412483 Missense_Mutation G A p.R347Q 248 156 0.629 0.638 3 2 1 198 opioidEreceptor,EmuE1 ENST00000330432.7

Case#2'Relapse'M464 LPA 6 161027508 Splice_Site C T 433 163 0.376 0.382 3 2 1 282 lipoprotein,ELp(a) ENST00000316300.5

Case#2'Relapse'M464 EIF3B 7 2418877 Splice_Site G A p.G781R 620 34 0.055 NA NA NA NA 140 eukaryoticEtranslationEinitiationEfactorE3,EsubunitEB ENST00000360876.4

Case#2'Relapse'M464 VWDE 7 12373192 Missense_Mutation T A p.I1553F 430 105 0.244 0.245 8 5 3 127 vonEWillebrandEfactorEDEandEEGFEdomains ENST00000275358.3

Case#2'Relapse'M464 SNX10 7 26400626 Missense_Mutation GG AA p.R19K 372 226 0.608 0.611 8 5 3 109 sortingEnexinE10 ENST00000338523.4

Case#2'Relapse'M464 FAM188B 7 30825484 Missense_Mutation A G p.E180G 554 57 0.103 0.103 8 5 3 125 familyEwithEsequenceEsimilarityE188,EmemberEB ENST00000265299.6

Case#2'Relapse'M464 ZNF716 7 57528786 Missense_Mutation C T p.H207Y 887 249 0.281 NA NA NA NA 256 zincEfingerEproteinE716 ENST00000420713.1

Case#2'Relapse'M464 SAMD9 7 92734447 Nonsense_Mutation G A p.Q322* 216 216 1.000 1.007 6 6 0 102 sterileEalphaEmotifEdomainEcontainingE9 ENST00000379958.2

Case#2'Relapse'M464 COPS6 7 99688107 Missense_Mutation G T p.K140N 420 70 0.167 0.168 6 6 0 169 COP9EsignalosomeEsubunitE6 ENST00000303904.3

Case#2'Relapse'M464 LRCH4 7 100175313 Missense_Mutation C G p.E364Q 423 33 0.078 0.079 6 6 0 134

leucine'richErepeatsEandEcalponinEhomologyE(CH)EdomainE

containingE4 ENST00000310300.6

Case#2'Relapse'M464 FEZF1 7 121944058 Missense_Mutation C A p.R145M 329 17 0.052 0.052 6 6 0 119 FEZEfamilyEzincEfingerE1 ENST00000442488.2

Case#2'Relapse'M464 CHRM2 7 136700034 Missense_Mutation G C p.G141A 244 37 0.152 0.153 6 6 0 101 cholinergicEreceptor,EmuscarinicE2 ENST00000445907.2

Case#2'Relapse'M464 DGKI 7 137170128 Missense_Mutation G A p.H807Y 142 24 0.169 0.170 6 6 0 65 diacylglycerolEkinase,Eiota ENST00000288490.5

Case#2'Relapse'M464 BRAF 7 140453145 Missense_Mutation AG GA p.L597S 375 374 0.997 1.004 6 6 0 155 B'RafEproto'oncogene,Eserine/threonineEkinase ENST00000288602.6

Case#2'Relapse'M464 CTAGE15 7 143270172 Missense_Mutation A G p.E421G 28 6 0.214 0.216 5 3 2 43 CTAGEEfamily,EmemberE15 ENST00000420911.2

Case#2'Relapse'M464 NOS3 7 150696287 Missense_Mutation G C p.W322C 316 52 0.165 0.166 6 6 0 75 nitricEoxideEsynthaseE3E(endothelialEcell) ENST00000484524.1

Case#2'Relapse'M464 CSMD1 8 2800046 Missense_Mutation G A p.P3496S 199 43 0.216 0.218 4 2 2 137 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1

Case#2'Relapse'M464 CSMD1 8 2830815 Missense_Mutation T G p.N2917T 157 66 0.420 0.425 4 2 2 105 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1

Case#2'Relapse'M464 CSMD1 8 2949047 Missense_Mutation G A p.R2427C 164 71 0.433 0.437 4 2 2 117 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1

Case#2'Relapse'M464 RP1L1 8 10470320 Nonsense_Mutation G A p.Q430* 216 110 0.509 0.514 4 2 2 145 retinitisEpigmentosaE1'likeE1 ENST00000382483.3

Case#2'Relapse'M464 KIF13B 8 29037719 Missense_Mutation G A p.R208C 247 105 0.425 0.429 4 2 2 202 kinesinEfamilyEmemberE13B ENST00000524189.1

Case#2'Relapse'M464 RP1 8 55538384 Missense_Mutation G A p.E648K 182 115 0.632 0.640 3 2 1 156 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1

Case#2'Relapse'M464 RP1 8 55538858 Missense_Mutation G A p.E806K 170 49 0.288 0.292 3 2 1 152 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1

Case#2'Relapse'M464 RP1 8 55540103 Missense_Mutation C T p.P1221S 156 96 0.615 0.624 3 2 1 139 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1

Case#2'Relapse'M464 SLCO5A1 8 70617305 Missense_Mutation C T p.S528N 244 94 0.385 0.390 3 2 1 207 soluteEcarrierEorganicEanionEtransporterEfamily,EmemberE5A1 ENST00000260126.4

Case#2'Relapse'M464 OTUD6B 8 92090825 Missense_Mutation A G p.Y216C 167 50 0.299 0.303 3 2 1 128 OTUEdomainEcontainingE6B ENST00000285420.4

Case#2'Relapse'M464 STK3 8 99591892 Splice_Site C T p.S316S 185 115 0.622 0.630 3 2 1 117 serine/threonineEkinaseE3 ENST00000419617.2

Case#2'Relapse'M464 UBR5 8 103297416 Missense_Mutation C T p.A1879T 81 28 0.346 0.350 3 2 1 63 ubiquitinEproteinEligaseEE3EcomponentEn'recogninE5 ENST00000520539.1

Case#2'Relapse'M464 DCSTAMP 8 105360905 Frame_Shift_Del T ' p.I42fs 201 60 0.299 0.303 3 2 1 111 dendrocyteEexpressedEsevenEtransmembraneEprotein ENST00000297581.2

Case#2'Relapse'M464 RSPO2 8 108970406 Missense_Mutation G T p.T173K 109 34 0.312 0.316 3 2 1 105 R'spondinE2 ENST00000276659.5

Case#2'Relapse'M464 JAK2 9 5070054 Splice_Site T G 86 86 1.000 1.020 2 2 0 87 JanusEkinaseE2 ENST00000381652.3

Case#2'Relapse'M464 TAF1L 9 32633779 Missense_Mutation C T p.R600Q 150 147 0.980 1.000 2 2 0 178

TAF1ERNAEpolymeraseEII,ETATAEboxEbindingEproteinE(TBP)'

associatedEfactor,E210kDa'like ENST00000242310.4

Case#2'Relapse'M464 FAM205A 9 34725994 Missense_Mutation C A p.G415W 150 61 0.407 0.415 2 2 0 142 familyEwithEsequenceEsimilarityE205,EmemberEA ENST00000378788.3

Case#2'Relapse'M464 TRPM6 9 77422991 Missense_Mutation G A p.H533Y 108 51 0.472 0.482 2 2 0 143

transientEreceptorEpotentialEcationEchannel,EsubfamilyEM,EmemberE

6 ENST00000360774.1

Case#2'Relapse'M464 DAPK1 9 90321284 Frame_Shift_Ins ' T p.M1100fs 172 63 0.366 0.374 2 2 0 208 death'associatedEproteinEkinaseE1 ENST00000408954.3

Case#2'Relapse'M464 WNK2 9 95997111 Missense_Mutation C T p.P366L 159 153 0.962 0.982 2 2 0 156 WNKElysineEdeficientEproteinEkinaseE2 ENST00000297954.4

Case#2'Relapse'M464 FBP2 9 97349720 Missense_Mutation C T p.G68R 135 132 0.978 0.998 2 2 0 203 fructose'1,6'bisphosphataseE2 ENST00000375337.3

Case#2'Relapse'M464 OR13D1 9 107457064 Missense_Mutation G A p.R121K 139 136 0.978 0.998 2 2 0 151 olfactoryEreceptor,EfamilyE13,EsubfamilyED,EmemberE1 ENST00000318763.5

Case#2'Relapse'M464 OLFM1 9 138011716 Missense_Mutation C T p.P384S 110 106 0.964 0.983 2 2 0 120 olfactomedinE1 ENST00000371793.3

Case#2'Relapse'M464 KCNT1 9 138649216 Missense_Mutation G A p.E231K 143 137 0.958 0.978 2 2 0 164 potassiumEchannel,EsubfamilyET,EmemberE1 ENST00000263604.3

Case#2'Relapse'M464 FAM166A 9 140139847 Missense_Mutation C T p.G145E 175 171 0.977 0.997 2 2 0 188 familyEwithEsequenceEsimilarityE166,EmemberEA ENST00000344774.4

Case#2'Relapse'M464 DCAF8L1 X 27997672 Nonsense_Mutation G A p.R594* 119 118 0.992 NA NA NA NA 97 DDB1EandECUL4EassociatedEfactorE8'likeE1 ENST00000441525.1

Case#2'Relapse'M464 CHST7 X 46433406 Missense_Mutation T G p.F14V 125 78 0.624 NA NA NA NA 92 carbohydrateE(N'acetylglucosamineE6'O)EsulfotransferaseE7 ENST00000276055.3

Case#2'Relapse'M464 OPHN1 X 67652784 Nonsense_Mutation G A p.Q27* 83 49 0.590 NA NA NA NA 65 oligophreninE1 ENST00000355520.5

Case#2'Relapse'M464 MAGEE2 X 75003604 Missense_Mutation C T p.R428Q 101 100 0.990 NA NA NA NA 87 melanomaEantigenEfamilyEE,E2 ENST00000373359.2

Case#2'Relapse'M464 MUM1L1 X 105451316 Missense_Mutation G A p.D631N 72 71 0.986 NA NA NA NA 59 melanomaEassociatedEantigenE(mutated)E1'likeE1 ENST00000357175.2

Case#2'Relapse'M464 COL4A5 X 107909764 Missense_Mutation G A p.E1165K 86 83 0.965 NA NA NA NA 76 collagen,EtypeEIV,EalphaE5 ENST00000361603.2

Case#2'Relapse'M464 PLXNB3 X 153039502 Missense_Mutation G C p.E1156D 104 6 0.058 NA NA NA NA 63 plexinEB3 ENST00000361971.5

Case#2'Relapse'M464 F8 X 154130406 Missense_Mutation G C p.A2012G 88 46 0.523 NA NA NA NA 83 coagulationEfactorEVIII,EprocoagulantEcomponent ENST00000360256.4

Case#3'Relapse'WholeTumor TTC34 1 2704108 Missense_Mutation G A p.P85S 167 46 0.275 0.482 4 2 2 113 tetratricopeptideErepeatEdomainE34 ENST00000401095.3

Case#3'Relapse'WholeTumor WRAP73 1 3548848 Missense_Mutation C T p.R326K 270 66 0.244 0.428 4 2 2 201 WDErepeatEcontaining,EantisenseEtoETP73 ENST00000270708.7

Case#3'Relapse'WholeTumor GPR153 1 6311591 Splice_Site C A 109 39 0.358 0.626 4 2 2 87 GEprotein'coupledEreceptorE153 ENST00000377893.2

Case#3'Relapse'WholeTumor CLSTN1 1 9809822 Splice_Site C A p.G267* 270 74 0.274 0.480 4 2 2 169 calsynteninE1 ENST00000377298.4

Case#3'Relapse'WholeTumor SPEN 1 16263724 Frame_Shift_Ins ' CTGCA p.'3366fs 121 27 0.223 0.390 4 2 2 95 spenEfamilyEtranscriptionalErepressor ENST00000375759.3

Case#3'Relapse'WholeTumor CROCC 1 17292248 Missense_Mutation CC TT p.T1479I 157 45 0.287 NA NA NA NA 130 ciliaryErootletEcoiled'coil,Erootletin ENST00000375541.5

Case#3'Relapse'WholeTumor PADI3 1 17601157 Missense_Mutation G A p.E395K 273 77 0.282 0.494 4 2 2 207 peptidylEarginineEdeiminase,EtypeEIII ENST00000375460.3

Case#3'Relapse'WholeTumor CELA3A 1 22333956 Missense_Mutation C T p.T197I 196 59 0.301 0.527 4 2 2 141 chymotrypsin'likeEelastaseEfamily,EmemberE3A ENST00000290122.3

Case#3'Relapse'WholeTumor MYOM3 1 24384118 Splice_Site C T 263 79 0.300 0.526 4 2 2 178 myomesinE3 ENST00000374434.3

Case#3'Relapse'WholeTumor MATN1 1 31189129 Missense_Mutation GA AT p.F278Y 194 53 0.273 0.478 4 2 2 125 matrilinE1,EcartilageEmatrixEprotein ENST00000373765.4

Case#3'Relapse'WholeTumor LCK 1 32741652 Missense_Mutation C T p.R207C 213 54 0.254 0.444 4 2 2 127 LCKEproto'oncogene,ESrcEfamilyEtyrosineEkinase ENST00000336890.5

Case#3'Relapse'WholeTumor ADC 1 33583660 Missense_Mutation C T p.S396F 290 78 0.269 0.471 4 2 2 191 ENST00000294517.6

Case#3'Relapse'WholeTumor COL8A2 1 36564404 Missense_Mutation C T p.G293D 94 23 0.245 0.428 4 2 2 66 collagen,EtypeEVIII,EalphaE2 ENST00000397799.1
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Case#3'Relapse'WholeTumor CSF3R 1 36932118 Missense_Mutation G A p.P784L 136 48 0.353 0.618 4 2 2 109 colonyEstimulatingEfactorE3EreceptorE(granulocyte) ENST00000373106.1
Case#3'Relapse'WholeTumor COL9A2 1 40777362 Missense_Mutation G A p.S148L 154 41 0.266 0.466 4 2 2 113 collagen,EtypeEIX,EalphaE2 ENST00000372748.3
Case#3'Relapse'WholeTumor DPH2 1 44437416 Missense_Mutation C T p.A281V 151 44 0.291 0.510 4 2 2 95 DPH2EhomologE(S.Ecerevisiae) ENST00000255108.3
Case#3'Relapse'WholeTumor C1orf173 1 75078442 Missense_Mutation G A p.T351I 278 74 0.266 0.466 4 2 2 183 ENST00000326665.5
Case#3'Relapse'WholeTumor COL11A1 1 103345336 Missense_Mutation C T p.G1726E 269 73 0.271 0.475 4 2 2 205 collagen,EtypeEXI,EalphaE1 ENST00000370096.3
Case#3'Relapse'WholeTumor COL11A1 1 103467995 Missense_Mutation G A p.P696S 137 37 0.270 0.473 4 2 2 91 collagen,EtypeEXI,EalphaE1 ENST00000370096.3

Case#3'Relapse'WholeTumor GNAI3 1 110128916 Missense_Mutation C A p.F223L 238 62 0.261 0.456 4 2 2 165
guanineEnucleotideEbindingEproteinE(GEprotein),EalphaEinhibitingE

activityEpolypeptideE3 ENST00000369851.4

Case#3'Relapse'WholeTumor GNAT2 1 110148621 Missense_Mutation C T p.D231N 234 62 0.265 0.464 4 2 2 142
guanineEnucleotideEbindingEproteinE(GEprotein),EalphaEtransducingE

activityEpolypeptideE2 ENST00000351050.3

Case#3'Relapse'WholeTumor KCND3 1 112319738 Missense_Mutation T A p.N559I 304 75 0.247 0.432 4 2 2 258
potassiumEvoltage'gatedEchannel,EShal'relatedEsubfamily,EmemberE

3 ENST00000315987.2
Case#3'Relapse'WholeTumor NRAS 1 115256530 Missense_Mutation G T p.Q61K 189 54 0.286 0.500 4 2 2 113 neuroblastomaERASEviralE(v'ras)EoncogeneEhomolog ENST00000369535.4
Case#3'Relapse'WholeTumor KPRP 1 152732182 Missense_Mutation C T p.P40S 293 93 0.317 0.555 4 2 2 234 keratinocyteEproline'richEprotein ENST00000606109.1
Case#3'Relapse'WholeTumor INSRR 1 156812030 Missense_Mutation C T p.E1091K 174 46 0.264 0.463 4 2 2 133 insulinEreceptor'relatedEreceptor ENST00000368195.3
Case#3'Relapse'WholeTumor MNDA 1 158813785 Missense_Mutation G A p.R148K 245 62 0.253 0.443 4 2 2 154 myeloidEcellEnuclearEdifferentiationEantigen ENST00000368141.4
Case#3'Relapse'WholeTumor CCDC19 1 159842813 Missense_Mutation C T p.G500S 127 48 0.378 0.661 4 2 2 90 ENST00000368099.4
Case#3'Relapse'WholeTumor SLAMF7 1 160719693 Missense_Mutation G A p.M153I 195 53 0.272 0.476 4 2 2 164 SLAMEfamilyEmemberE7 ENST00000368043.3
Case#3'Relapse'WholeTumor CD244 1 160801172 Missense_Mutation G A p.R360C 134 44 0.328 0.575 4 2 2 108 CD244Emolecule,EnaturalEkillerEcellEreceptorE2B4 ENST00000368033.3
Case#3'Relapse'WholeTumor HSPA6 1 161495026 Missense_Mutation G A p.G193E 297 70 0.236 0.412 4 3 1 208 heatEshockE70kDaEproteinE6E(HSP70B') ENST00000309758.4
Case#3'Relapse'WholeTumor DPT 1 168665821 Missense_Mutation A C p.M191R 331 82 0.248 0.434 4 2 2 215 dermatopontin ENST00000367817.3
Case#3'Relapse'WholeTumor F5 1 169515815 Missense_Mutation C T p.E543K 231 55 0.238 0.417 4 2 2 170 coagulationEfactorEVE(proaccelerin,ElabileEfactor) ENST00000367797.3
Case#3'Relapse'WholeTumor FMO1 1 171236697 Missense_Mutation G A p.G50S 228 61 0.268 0.468 4 2 2 159 flavinEcontainingEmonooxygenaseE1 ENST00000354841.4
Case#3'Relapse'WholeTumor MYOC 1 171621173 Missense_Mutation CC TT p.R193Q 136 36 0.265 0.463 4 2 2 70 myocilin,EtrabecularEmeshworkEinducibleEglucocorticoidEresponse ENST00000037502.6
Case#3'Relapse'WholeTumor TNN 1 175067690 Missense_Mutation G A p.G693E 386 118 0.306 0.535 4 2 2 284 tenascinEN ENST00000239462.4
Case#3'Relapse'WholeTumor RASAL2 1 178411936 Nonsense_Mutation A T p.K204* 259 58 0.224 0.392 4 2 2 153 RASEproteinEactivatorElikeE2 ENST00000462775.1
Case#3'Relapse'WholeTumor KIF14 1 200587142 Missense_Mutation G A p.T237M 140 42 0.300 0.525 4 2 2 91 kinesinEfamilyEmemberE14 ENST00000367350.4
Case#3'Relapse'WholeTumor CACNA1S 1 201029884 Missense_Mutation G A p.P1106S 247 72 0.291 0.510 4 2 2 179 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1SEsubunit ENST00000362061.3
Case#3'Relapse'WholeTumor IGFN1 1 201196190 Missense_Mutation G A p.G3656E 293 70 0.239 0.418 4 2 2 244 immunoglobulin'likeEandEfibronectinEtypeEIIIEdomainEcontainingE1 ENST00000335211.4
Case#3'Relapse'WholeTumor CHI3L1 1 203152860 Missense_Mutation G A p.P125L 328 104 0.317 0.555 4 2 2 264 chitinaseE3'likeE1E(cartilageEglycoprotein'39) ENST00000255409.3
Case#3'Relapse'WholeTumor C1orf116 1 207196283 Missense_Mutation C T p.E276K 104 33 0.317 0.555 4 2 2 89 chromosomeE1EopenEreadingEframeE116 ENST00000359470.5
Case#3'Relapse'WholeTumor HHIPL2 1 222717359 Missense_Mutation C T p.G165D 252 67 0.266 0.465 4 2 2 190 HHIP'likeE2 ENST00000343410.6
Case#3'Relapse'WholeTumor ITPKB 1 226835055 Missense_Mutation T C p.R687G 190 54 0.284 0.497 4 2 2 191 inositol'trisphosphateE3'kinaseEB ENST00000272117.3
Case#3'Relapse'WholeTumor CDC42BPA 1 227181974 Missense_Mutation G A p.P1719S 154 44 0.286 0.500 4 2 2 107 CDC42EbindingEproteinEkinaseEalphaE(DMPK'like) ENST00000366769.3
Case#3'Relapse'WholeTumor OBSCN 1 228504591 Missense_Mutation C A p.H4489Q 40 5 0.125 0.219 4 2 2 41 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#3'Relapse'WholeTumor OBSCN 1 228504670 Missense_Mutation C T p.R4516W 14 4 0.286 0.500 4 2 2 30 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#3'Relapse'WholeTumor OBSCN 1 228509823 Missense_Mutation G A p.G5094E 147 45 0.306 0.536 4 2 2 90 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#3'Relapse'WholeTumor TTC13 1 231042719 Missense_Mutation G A p.P839S 316 95 0.301 0.526 4 2 2 192 tetratricopeptideErepeatEdomainE13 ENST00000366661.4
Case#3'Relapse'WholeTumor ACTN2 1 236917278 Missense_Mutation C T p.S624F 133 32 0.241 0.421 4 2 2 115 actinin,EalphaE2 ENST00000366578.4
Case#3'Relapse'WholeTumor FMN2 1 240371804 Missense_Mutation G A p.G1231E 127 23 0.181 0.317 4 2 2 82 forminE2 ENST00000319653.9
Case#3'Relapse'WholeTumor NLRP3 1 247588522 Missense_Mutation G A p.E593K 196 50 0.255 0.446 4 2 2 135 NLREfamily,EpyrinEdomainEcontainingE3 ENST00000336119.3
Case#3'Relapse'WholeTumor OR2G2 1 247752288 Missense_Mutation CC TT p.L210F 334 81 0.243 0.424 4 2 2 232 olfactoryEreceptor,EfamilyE2,EsubfamilyEG,EmemberE2 ENST00000320065.1
Case#3'Relapse'WholeTumor OR14A2 1 247887074 Missense_Mutation G A p.S91F 420 105 0.250 0.438 4 2 2 332 olfactoryEreceptor,EfamilyE14,EsubfamilyEA,EmemberE2 ENST00000366485.1
Case#3'Relapse'WholeTumor C10orf68 10 33136793 Missense_Mutation G A p.G443S 248 106 0.427 1.069 2 2 0 227 ENST00000375030.2
Case#3'Relapse'WholeTumor NRP1 10 33502507 Missense_Mutation G A p.P474L 290 98 0.338 0.845 2 2 0 289 neuropilinE1 ENST00000265371.4
Case#3'Relapse'WholeTumor OR13A1 10 45799119 Missense_Mutation C T p.G251E 122 48 0.393 0.984 2 2 0 86 olfactoryEreceptor,EfamilyE13,EsubfamilyEA,EmemberE1 ENST00000553795.1
Case#3'Relapse'WholeTumor ALOX5 10 45907693 Missense_Mutation GG AA p.D163N 156 49 0.314 0.785 2 2 0 187 arachidonateE5'lipoxygenase ENST00000374391.2
Case#3'Relapse'WholeTumor FAM21C 10 46235637 Missense_Mutation CT TA p.S158T 520 96 0.185 0.462 2 2 0 490 familyEwithEsequenceEsimilarityE21,EmemberEC ENST00000336378.4
Case#3'Relapse'WholeTumor GPRIN2 10 47000217 Missense_Mutation G A p.R446H 71 4 0.056 0.141 2 2 0 132 GEproteinEregulatedEinducerEofEneuriteEoutgrowthE2 ENST00000374317.1
Case#3'Relapse'WholeTumor COL13A1 10 71697406 Missense_Mutation G A p.D594N 189 67 0.354 0.886 2 2 0 187 collagen,EtypeEXIII,EalphaE1 ENST00000398978.3

Case#3'Relapse'WholeTumor SPOCK2 10 73826708 Missense_Mutation C T p.D294N 151 62 0.411 1.026 2 2 0 123
sparc/osteonectin,EcwcvEandEkazal'likeEdomainsEproteoglycanE

(testican)E2 ENST00000373109.2
Case#3'Relapse'WholeTumor DLG5 10 79584164 Missense_Mutation G A p.S787F 103 37 0.359 0.898 2 2 0 102 discs,ElargeEhomologE5E(Drosophila) ENST00000372391.2
Case#3'Relapse'WholeTumor GRID1 10 87487637 Missense_Mutation C T p.G503E 77 31 0.403 1.006 2 2 0 73 glutamateEreceptor,Eionotropic,EdeltaE1 ENST00000327946.7
Case#3'Relapse'WholeTumor FAM25A 10 88780148 Missense_Mutation G A p.G23R 439 166 0.378 0.945 2 2 0 513 familyEwithEsequenceEsimilarityE25,EmemberEA ENST00000343959.4
Case#3'Relapse'WholeTumor PTEN 10 89720649 Splice_Site A T 42 7 0.167 0.417 2 2 0 43 phosphataseEandEtensinEhomolog ENST00000371953.3
Case#3'Relapse'WholeTumor CEP55 10 95259816 Missense_Mutation C T p.S3F 133 44 0.331 0.827 2 2 0 122 centrosomalEproteinE55kDa ENST00000371485.3
Case#3'Relapse'WholeTumor ENTPD1 10 97604267 Missense_Mutation G A p.D150N 181 76 0.420 1.050 2 2 0 173 ectonucleosideEtriphosphateEdiphosphohydrolaseE1 ENST00000371205.4
Case#3'Relapse'WholeTumor SORCS3 10 106960963 Missense_Mutation G A p.G738E 165 63 0.382 0.955 2 2 0 164 sortilin'relatedEVPS10EdomainEcontainingEreceptorE3 ENST00000369701.3
Case#3'Relapse'WholeTumor DMBT1 10 124377802 Missense_Mutation G A p.G1592S 429 158 0.368 0.921 2 2 0 474 deletedEinEmalignantEbrainEtumorsE1 ENST00000338354.3
Case#3'Relapse'WholeTumor MUC5B 11 1272226 Missense_Mutation A C p.T4706P 369 28 0.076 0.190 2 2 0 439 mucinE5B,EoligomericEmucus/gel'forming ENST00000529681.1
Case#3'Relapse'WholeTumor OR52E8 11 5878793 Missense_Mutation C T p.G47E 232 86 0.371 0.927 2 2 0 228 olfactoryEreceptor,EfamilyE52,EsubfamilyEE,EmemberE8 ENST00000537935.1
Case#3'Relapse'WholeTumor OR4C11 11 55371179 Missense_Mutation C T p.R224K 148 65 0.439 1.098 2 2 0 140 olfactoryEreceptor,EfamilyE4,EsubfamilyEC,EmemberE11 ENST00000302231.4
Case#3'Relapse'WholeTumor OR8K5 11 55926983 Missense_Mutation C T p.D271N 155 55 0.355 0.887 2 2 0 117 olfactoryEreceptor,EfamilyE8,EsubfamilyEK,EmemberE5 ENST00000313447.1
Case#3'Relapse'WholeTumor OR5J2 11 55944743 Missense_Mutation C T p.S217F 239 82 0.343 0.858 2 2 0 243 olfactoryEreceptor,EfamilyE5,EsubfamilyEJ,EmemberE2 ENST00000312298.1
Case#3'Relapse'WholeTumor PLCB3 11 64034876 Nonsense_Mutation C T p.Q1185* 94 37 0.394 0.984 2 2 0 94 phospholipaseEC,EbetaE3E(phosphatidylinositol'specific) ENST00000540288.1
Case#3'Relapse'WholeTumor SHANK2 11 70333304 Missense_Mutation G A p.P653S 139 59 0.424 1.061 2 2 0 174 SH3EandEmultipleEankyrinErepeatEdomainsE2 ENST00000423696.2
Case#3'Relapse'WholeTumor LRRC32 11 76371798 Missense_Mutation GG AA p.P280F 140 57 0.407 1.018 2 2 0 163 leucineErichErepeatEcontainingE32 ENST00000407242.2
Case#3'Relapse'WholeTumor OR8B3 11 124266391 Missense_Mutation G A p.P286L 148 51 0.345 0.861 2 2 0 134 olfactoryEreceptor,EfamilyE8,EsubfamilyEB,EmemberE3 ENST00000354597.3
Case#3'Relapse'WholeTumor CACNA1C 12 2797799 Missense_Mutation C T p.H2039Y 234 94 0.402 1.004 2 2 0 262 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1CEsubunit ENST00000347598.4
Case#3'Relapse'WholeTumor GRIN2B 12 13717537 Missense_Mutation C T p.E879K 108 45 0.417 1.042 2 2 0 99 glutamateEreceptor,Eionotropic,EN'methylED'aspartateE2B ENST00000609686.1
Case#3'Relapse'WholeTumor ARID2 12 46243857 Nonsense_Mutation C T p.Q651* 105 43 0.410 1.024 2 2 0 102 ATErichEinteractiveEdomainE2E(ARID,ERFX'like) ENST00000334344.6
Case#3'Relapse'WholeTumor OR10AD1 12 48596927 Missense_Mutation G A p.S50F 241 105 0.436 1.089 2 2 0 212 olfactoryEreceptor,EfamilyE10,EsubfamilyEAD,EmemberE1 ENST00000310248.2
Case#3'Relapse'WholeTumor GALNT6 12 51758017 Nonsense_Mutation GG AA p.Q313* 179 65 0.363 0.908 2 2 0 202 polypeptideEN'acetylgalactosaminyltransferaseE6 ENST00000543196.2
Case#3'Relapse'WholeTumor ORMDL2 12 56214160 Missense_Mutation T C p.F148S 163 68 0.417 1.043 2 2 0 54 ORMDLEsphingolipidEbiosynthesisEregulatorE2 ENST00000243045.5
Case#3'Relapse'WholeTumor HELB 12 66731841 Missense_Mutation C T p.P1075S 86 33 0.384 0.959 2 2 0 62 helicaseE(DNA)EB ENST00000247815.4
Case#3'Relapse'WholeTumor STAB2 12 104054483 Missense_Mutation C T p.S604F 136 59 0.434 1.085 2 2 0 132 stabilinE2 ENST00000388887.2
Case#3'Relapse'WholeTumor STAB2 12 104118771 Missense_Mutation G A p.E1568K 128 58 0.453 1.133 2 2 0 110 stabilinE2 ENST00000388887.2
Case#3'Relapse'WholeTumor PARP4 13 25009317 Missense_Mutation GG AA p.P1321L 308 84 0.273 0.477 4 2 2 183 polyE(ADP'ribose)EpolymeraseEfamily,EmemberE4 ENST00000381989.3
Case#3'Relapse'WholeTumor FREM2 13 39262018 Missense_Mutation GG AA p.E180K 197 38 0.193 0.338 4 2 2 277 FRAS1ErelatedEextracellularEmatrixEproteinE2 ENST00000280481.7
Case#3'Relapse'WholeTumor MED4 13 48664557 Splice_Site A ' 219 20 0.091 0.160 4 2 2 139 mediatorEcomplexEsubunitE4 ENST00000258648.2
Case#3'Relapse'WholeTumor LMO7 13 76287354 Nonsense_Mutation C T p.R88* 464 134 0.289 0.505 4 2 2 265 LIMEdomainE7 ENST00000341547.4
Case#3'Relapse'WholeTumor CLYBL 13 100425124 Missense_Mutation T G p.S37A 270 73 0.270 0.473 4 2 2 182 citrateElyaseEbetaElike ENST00000376360.1
Case#3'Relapse'WholeTumor ITGBL1 13 102367919 Missense_Mutation G A p.G467E 153 42 0.275 0.480 4 2 2 105 integrin,Ebeta'likeE1E(withEEGF'likeErepeatEdomains) ENST00000376180.3
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Case#3'Relapse'WholeTumor F7 13 113772987 Missense_Mutation G A p.E356K 305 78 0.256 0.448 4 2 2 233 coagulationEfactorEVIIE(serumEprothrombinEconversionEaccelerator) ENST00000375581.3

Case#3'Relapse'WholeTumor CHAMP1 13 115090674 Missense_Mutation CC TT p.P453F 184 48 0.261 NA NA NA NA 154 chromosomeEalignmentEmaintainingEphosphoproteinE1 ENST00000361283.1

Case#3'Relapse'WholeTumor POTEG 14 19574200 Missense_Mutation G A p.M419I 1282 152 0.119 0.474 1 1 0 1335 POTEEankyrinEdomainEfamily,EmemberEG ENST00000409832.3

Case#3'Relapse'WholeTumor POTEM 14 20002247 Missense_Mutation C T p.G392E 1910 149 0.078 0.312 1 1 0 1730 POTEEankyrinEdomainEfamily,EmemberEM ENST00000551509.1

Case#3'Relapse'WholeTumor OR5AU1 14 21623343 Missense_Mutation G A p.S281L 200 97 0.485 1.213 2 2 0 201 olfactoryEreceptor,EfamilyE5,EsubfamilyEAU,EmemberE1 ENST00000304418.3

Case#3'Relapse'WholeTumor OR10G2 14 22102188 Missense_Mutation C T p.D271N 172 40 0.233 0.581 2 2 0 179 olfactoryEreceptor,EfamilyE10,EsubfamilyEG,EmemberE2 ENST00000542433.1

Case#3'Relapse'WholeTumor ZFHX2 14 23994870 Missense_Mutation GG AA p.P1427L 46 20 0.435 1.087 2 2 0 52 zincEfingerEhomeoboxE2 ENST00000419474.3

Case#3'Relapse'WholeTumor DHRS4'AS1 14 24408806 Missense_Mutation G A p.E25K 70 30 0.429 1.071 2 2 0 55 DHRS4EantisenseERNAE1 ENST00000354854.1

Case#3'Relapse'WholeTumor SYNE2 14 64465727 Missense_Mutation C T p.S1150F 99 38 0.384 0.960 2 2 0 122 spectrinErepeatEcontaining,EnuclearEenvelopeE2 ENST00000344113.4

Case#3'Relapse'WholeTumor PAPLN 14 73716803 Missense_Mutation G A p.C149Y 168 70 0.417 1.042 2 2 0 143 papilin,Eproteoglycan'likeEsulfatedEglycoprotein ENST00000554301.1

Case#3'Relapse'WholeTumor EIF5 14 103806121 Missense_Mutation T C p.I351T 200 81 0.405 1.013 2 2 0 189 eukaryoticEtranslationEinitiationEfactorE5 ENST00000216554.3

Case#3'Relapse'WholeTumor B2M 15 45003786 Frame_Shift_Del TCTT ' p.S14fs 90 40 0.444 1.111 2 2 0 84 beta'2'microglobulin ENST00000558401.1

Case#3'Relapse'WholeTumor CGNL1 15 57731599 Missense_Mutation G A p.G468R 224 82 0.366 0.915 2 2 0 198 cingulin'likeE1 ENST00000281282.5

Case#3'Relapse'WholeTumor HERC1 15 63932569 Missense_Mutation G A p.H3895Y 154 58 0.377 0.942 2 2 0 160

HECTEandERLDEdomainEcontainingEE3EubiquitinEproteinEligaseEfamilyE

memberE1 ENST00000443617.2

Case#3'Relapse'WholeTumor ZNF609 15 64966930 Missense_Mutation C T p.S626F 83 35 0.422 1.054 2 2 0 73 zincEfingerEproteinE609 ENST00000326648.3

Case#3'Relapse'WholeTumor MEGF11 15 66386745 Missense_Mutation G A p.S130F 228 86 0.377 0.943 2 2 0 245 multipleEEGF'like'domainsE11 ENST00000409699.2

Case#3'Relapse'WholeTumor SH2D7 15 78390783 Missense_Mutation G A p.D164N 241 113 0.469 1.172 2 2 0 211 SH2EdomainEcontainingE7 ENST00000328828.5

Case#3'Relapse'WholeTumor KIAA1199 15 81239357 Nonsense_Mutation G A p.W1303* 140 52 0.371 0.929 2 2 0 124 ENST00000394685.3

Case#3'Relapse'WholeTumor PKD1 16 2164850 Missense_Mutation G A p.A725V 191 40 0.209 0.419 3 2 1 286 polycysticEkidneyEdiseaseE1E(autosomalEdominant) ENST00000262304.4

Case#3'Relapse'WholeTumor PRSS33 16 2835130 Missense_Mutation G A p.P186L 52 11 0.212 0.423 3 2 1 40 protease,Eserine,E33 ENST00000293851.5

Case#3'Relapse'WholeTumor RBFOX1 16 7657301 Missense_Mutation C T p.P213S 168 42 0.250 0.500 3 2 1 109 RNAEbindingEprotein,Efox'1EhomologE(C.Eelegans)E1 ENST00000550418.1

Case#3'Relapse'WholeTumor GRIN2A 16 9857865 Missense_Mutation G A p.S1179F 175 49 0.280 0.560 3 2 1 145 glutamateEreceptor,Eionotropic,EN'methylED'aspartateE2A ENST00000396573.2

Case#3'Relapse'WholeTumor CIITA 16 11001583 Missense_Mutation G A p.R745K 117 30 0.256 0.513 3 2 1 134 classEII,EmajorEhistocompatibilityEcomplex,Etransactivator ENST00000324288.8

Case#3'Relapse'WholeTumor ZP2 16 21213516 Missense_Mutation C T p.G399E 159 40 0.252 0.503 3 2 1 115 zonaEpellucidaEglycoproteinE2E(spermEreceptor) ENST00000574002.1

Case#3'Relapse'WholeTumor SETD1A 16 30972725 Missense_Mutation CC TT p.P129S 270 91 0.337 0.674 3 2 1 202 SETEdomainEcontainingE1A ENST00000262519.8

Case#3'Relapse'WholeTumor KAT8 16 31139429 Missense_Mutation C T p.S247F 133 32 0.241 0.481 3 2 1 95 K(lysine)EacetyltransferaseE8 ENST00000543774.2

Case#3'Relapse'WholeTumor ABCC12 16 48120720 Missense_Mutation C T p.D1216N 222 48 0.216 0.432 3 2 1 166 ATP'bindingEcassette,Esub'familyECE(CFTR/MRP),EmemberE12 ENST00000311303.3

Case#3'Relapse'WholeTumor C16orf80 16 58150028 Missense_Mutation GG AA p.P65S 152 40 0.263 0.526 3 2 1 105 ENST00000262498.3

Case#3'Relapse'WholeTumor SLC12A4 16 67978823 Missense_Mutation GG AA p.L1060F 179 41 0.229 0.458 3 2 1 121

soluteEcarrierEfamilyE12E(potassium/chlorideEtransporter),EmemberE

4 ENST00000316341.3

Case#3'Relapse'WholeTumor PHLPP2 16 71715720 Missense_Mutation G A p.T275I 221 42 0.190 0.380 3 2 1 127 PHEdomainEandEleucineErichErepeatEproteinEphosphataseE2 ENST00000568954.1

Case#3'Relapse'WholeTumor ZNF469 16 88502825 Missense_Mutation C T p.R2955W 249 50 0.201 0.402 3 2 1 191 zincEfingerEproteinE469 ENST00000437464.1

Case#3'Relapse'WholeTumor RPH3AL 17 65450 Missense_Mutation CC TT p.A291T 119 41 0.345 0.861 2 2 0 131 rabphilinE3A'likeE(withoutEC2Edomains) ENST00000331302.7

Case#3'Relapse'WholeTumor USP6 17 5072287 Missense_Mutation G A p.E1152K 331 132 0.399 0.997 2 2 0 313 ubiquitinEspecificEpeptidaseE6 ENST00000574788.1

Case#3'Relapse'WholeTumor TP53 17 7578212 Nonsense_Mutation G A p.R213* 179 76 0.425 1.061 2 2 0 129 tumorEproteinEp53 ENST00000269305.4

Case#3'Relapse'WholeTumor DNAH9 17 11631201 Nonsense_Mutation C T p.R1926* 151 45 0.298 0.745 2 2 0 151 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4

Case#3'Relapse'WholeTumor MYOCD 17 12649381 Missense_Mutation G A p.D373N 174 63 0.362 0.905 2 2 0 160 myocardin ENST00000343344.4

Case#3'Relapse'WholeTumor TRIM16 17 15539436 Missense_Mutation GG AT p.H254Q 249 78 0.313 0.783 2 2 0 267 tripartiteEmotifEcontainingE16 ENST00000578237.1

Case#3'Relapse'WholeTumor TAOK1 17 27861294 Missense_Mutation CC TT p.R841W 124 51 0.411 1.028 2 2 0 94 TAOEkinaseE1 ENST00000261716.3

Case#3'Relapse'WholeTumor MYO1D 17 31075981 Missense_Mutation C T p.R504Q 139 44 0.317 0.791 2 2 0 124 myosinEID ENST00000318217.5

Case#3'Relapse'WholeTumor DDX52 17 35988719 Splice_Site A ' 26 4 0.154 0.385 2 2 0 25 DEADE(Asp'Glu'Ala'Asp)EboxEpolypeptideE52 ENST00000349699.2

Case#3'Relapse'WholeTumor TUBG1 17 40765003 Missense_Mutation C T p.P173L 166 65 0.392 0.979 2 2 0 163 tubulin,EgammaE1 ENST00000251413.3

Case#3'Relapse'WholeTumor EZH1 17 40879733 Missense_Mutation G A p.L56F 101 38 0.376 0.941 2 2 0 91 enhancerEofEzesteE1EpolycombErepressiveEcomplexE2Esubunit ENST00000428826.2

Case#3'Relapse'WholeTumor MED13 17 60059588 Missense_Mutation G A p.S1259L 152 59 0.388 0.970 2 2 0 130 mediatorEcomplexEsubunitE13 ENST00000397786.2

Case#3'Relapse'WholeTumor TLK2 17 60601646 Missense_Mutation C T p.P106L 179 65 0.363 0.908 2 2 0 139 tousled'likeEkinaseE2 ENST00000326270.9

Case#3'Relapse'WholeTumor ABCA8 17 66899001 Missense_Mutation C T p.G833R 236 92 0.390 0.975 2 2 0 208 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE8 ENST00000269080.2

Case#3'Relapse'WholeTumor SLC16A5 17 73096288 Missense_Mutation G A p.G177E 188 81 0.431 1.077 2 2 0 180 soluteEcarrierEfamilyE16E(monocarboxylateEtransporter),EmemberE5 ENST00000450736.2

Case#3'Relapse'WholeTumor RP11'1055B8.7 17 79428645 Missense_Mutation C T p.S2319F 138 50 0.362 0.906 2 2 0 292 ENST00000307745.7

Case#3'Relapse'WholeTumor ZBTB14 18 5291177 Missense_Mutation G A p.R344C 144 40 0.278 0.486 4 2 2 122 zincEfingerEandEBTBEdomainEcontainingE14 ENST00000357006.4

Case#3'Relapse'WholeTumor DSG1 18 28926010 Missense_Mutation G A p.R650K 167 10 0.060 0.150 2 2 0 125 desmogleinE1 ENST00000257192.4

Case#3'Relapse'WholeTumor SLC14A2 18 43221220 Nonsense_Mutation G A p.W346* 181 12 0.066 0.166 2 2 0 151 soluteEcarrierEfamilyE14E(ureaEtransporter),EmemberE2 ENST00000255226.6

Case#3'Relapse'WholeTumor SMAD7 18 46474786 Missense_Mutation G A p.S212F 66 25 0.379 0.947 2 2 0 87 SMADEfamilyEmemberE7 ENST00000262158.2

Case#3'Relapse'WholeTumor DCC 18 51025778 Nonsense_Mutation C T p.R1337* 302 90 0.298 0.745 2 2 0 265 DCCEnetrinE1Ereceptor ENST00000442544.2

Case#3'Relapse'WholeTumor MALT1 18 56412976 Missense_Mutation C T p.P664S 160 66 0.413 1.031 2 2 0 91

mucosaEassociatedElymphoidEtissueElymphomaEtranslocationEgeneE

1 ENST00000348428.3

Case#3'Relapse'WholeTumor SERPINB2 18 61570441 Missense_Mutation G A p.G384R 207 61 0.295 0.737 2 2 0 173 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE2 ENST00000299502.4

Case#3'Relapse'WholeTumor TSHZ1 18 73000585 Missense_Mutation G C p.E1075Q 163 12 0.074 0.184 2 2 0 176 teashirtEzincEfingerEhomeoboxE1 ENST00000580243.1

Case#3'Relapse'WholeTumor MIER2 19 326549 Missense_Mutation GG AA p.S181F 160 61 0.381 0.667 4 2 2 133 mesodermEinductionEearlyEresponseE1,EfamilyEmemberE2 ENST00000264819.4

Case#3'Relapse'WholeTumor DOT1L 19 2226676 Missense_Mutation G A p.G1386S 28 5 0.179 0.313 4 2 2 86 DOT1'likeEhistoneEH3K79Emethyltransferase ENST00000398665.3

Case#3'Relapse'WholeTumor LRG1 19 4538370 Missense_Mutation C T p.R209K 203 42 0.207 0.362 4 2 2 165 leucine'richEalpha'2'glycoproteinE1 ENST00000306390.6

Case#3'Relapse'WholeTumor SH2D3A 19 6760941 Missense_Mutation G A p.R43C 224 64 0.286 0.500 4 2 2 138 SH2EdomainEcontainingE3A ENST00000245908.6

Case#3'Relapse'WholeTumor MUC16 19 9075262 Missense_Mutation G A p.L4062F 291 85 0.292 0.511 4 2 2 199 mucinE16,EcellEsurfaceEassociated ENST00000397910.4

Case#3'Relapse'WholeTumor OR7G2 19 9213712 Missense_Mutation C T p.D91N 357 81 0.227 0.397 4 2 2 230 olfactoryEreceptor,EfamilyE7,EsubfamilyEG,EmemberE2 ENST00000305456.2

Case#3'Relapse'WholeTumor ZNF559 19 9452789 Missense_Mutation C T p.T221I 257 63 0.245 0.429 4 2 2 142 zincEfingerEproteinE559 ENST00000393883.2

Case#3'Relapse'WholeTumor ZNF812 19 9801529 Missense_Mutation C T p.G217E 244 54 0.221 0.387 4 2 2 175 zincEfingerEproteinE812 ENST00000457674.2

Case#3'Relapse'WholeTumor RDH8 19 10131432 Missense_Mutation G A p.G164R 78 18 0.231 0.404 4 2 2 58 retinolEdehydrogenaseE8E(all'trans) ENST00000171214.1

Case#3'Relapse'WholeTumor RGL3 19 11510969 Missense_Mutation G A p.R497W 82 23 0.280 0.491 4 2 2 33 ralEguanineEnucleotideEdissociationEstimulator'likeE3 ENST00000380456.3

Case#3'Relapse'WholeTumor ZNF491 19 11916814 Missense_Mutation G C p.E16Q 108 29 0.269 0.470 4 2 2 74 zincEfingerEproteinE491 ENST00000323169.5

Case#3'Relapse'WholeTumor RAD23A 19 13059521 Missense_Mutation C T p.T165M 159 44 0.277 0.484 4 2 2 108 RAD23EhomologEAE(S.Ecerevisiae) ENST00000586534.1

Case#3'Relapse'WholeTumor ZNF493 19 21607009 Missense_Mutation CT TC p.Y389H 174 40 0.230 0.402 4 2 2 101 zincEfingerEproteinE493 ENST00000355504.4

Case#3'Relapse'WholeTumor KLK5 19 51452217 Missense_Mutation G A p.R164C 76 29 0.382 0.954 2 2 0 70 kallikrein'relatedEpeptidaseE5 ENST00000336334.3

Case#3'Relapse'WholeTumor CACNG7 19 54417812 Missense_Mutation GG AA p.V86M 75 31 0.413 1.033 2 2 0 80 calciumEchannel,Evoltage'dependent,EgammaEsubunitE7 ENST00000391767.1

Case#3'Relapse'WholeTumor LILRA6 19 54744887 Missense_Mutation C T p.E259K 674 80 0.119 0.297 2 2 0 623

leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE6 ENST00000396365.2

Case#3'Relapse'WholeTumor LILRA4 19 54848803 Missense_Mutation C T p.G274R 292 109 0.373 0.933 2 2 0 263

leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE4 ENST00000291759.4

Case#3'Relapse'WholeTumor NLRP8 19 56466053 Missense_Mutation G A p.G210E 205 89 0.434 1.085 2 2 0 187 NLREfamily,EpyrinEdomainEcontainingE8 ENST00000291971.3

Case#3'Relapse'WholeTumor ZNF835 19 57175578 Missense_Mutation C T p.G330D 64 10 0.156 0.391 2 2 0 220 zincEfingerEproteinE835 ENST00000537055.2

Case#3'Relapse'WholeTumor ZIM3 19 57647454 Missense_Mutation C T p.G84E 173 68 0.393 0.983 2 2 0 136 zincEfinger,EimprintedE3 ENST00000269834.1

Case#3'Relapse'WholeTumor ZNF805 19 57764450 Missense_Mutation G A p.G88E 124 43 0.347 0.867 2 2 0 135 zincEfingerEproteinE805 ENST00000414468.2

Case#3'Relapse'WholeTumor RAD51AP2 2 17699133 Missense_Mutation C T p.D184N 175 37 0.211 0.370 4 2 2 99 RAD51EassociatedEproteinE2 ENST00000399080.2

Case#3'Relapse'WholeTumor HS1BP3 2 20824519 Missense_Mutation G A p.P253S 147 41 0.279 0.488 4 2 2 114 HCLS1EbindingEproteinE3 ENST00000304031.3
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Case#3'Relapse'WholeTumor ATAD2B 2 24110824 Missense_Mutation C G p.K150N 302 87 0.288 0.504 4 2 2 138 ATPaseEfamily,EAAAEdomainEcontainingE2B ENST00000238789.5
Case#3'Relapse'WholeTumor GAREML 2 26410435 Missense_Mutation C T p.A645V 252 71 0.282 0.493 4 2 2 200 GRB2Eassociated,EregulatorEofEMAPK1'like ENST00000401533.2
Case#3'Relapse'WholeTumor CAPN13 2 30987042 Missense_Mutation C T p.A219T 196 59 0.301 0.527 4 2 2 150 calpainE13 ENST00000295055.8
Case#3'Relapse'WholeTumor NLRC4 2 32449780 Missense_Mutation C T p.G946E 177 35 0.198 0.346 4 2 2 104 NLREfamily,ECARDEdomainEcontainingE4 ENST00000404025.2
Case#3'Relapse'WholeTumor TMEM178A 2 39944333 Missense_Mutation C T p.P279L 200 53 0.265 0.464 4 2 2 112 transmembraneEproteinE178A ENST00000281961.2

Case#3'Relapse'WholeTumor SLC3A1 2 44502865 Missense_Mutation C T p.P64L 240 67 0.279 0.489 4 2 2 164
soluteEcarrierEfamilyE3E(aminoEacidEtransporterEheavyEchain),E

memberE1 ENST00000260649.6

Case#3'Relapse'WholeTumor SEMA4F 2 74906438 Missense_Mutation C T p.S560F 201 64 0.318 0.557 4 2 2 148
semaEdomain,EimmunoglobulinEdomainE(Ig),EtransmembraneE
domainE(TM)EandEshortEcytoplasmicEdomain,E(semaphorin)E4F ENST00000357877.2

Case#3'Relapse'WholeTumor LRRTM4 2 76976028 Missense_Mutation C T p.M522I 168 46 0.274 0.479 4 2 2 140 leucineErichErepeatEtransmembraneEneuronalE4 ENST00000409093.1
Case#3'Relapse'WholeTumor DNAH6 2 84899586 Missense_Mutation A C p.K2197T 156 38 0.244 0.426 4 2 2 97 dynein,Eaxonemal,EheavyEchainE6 ENST00000237449.6
Case#3'Relapse'WholeTumor DNAH6 2 84936603 Missense_Mutation C T p.S3062L 175 44 0.251 0.440 4 2 2 132 dynein,Eaxonemal,EheavyEchainE6 ENST00000237449.6
Case#3'Relapse'WholeTumor ANKRD36C 2 96589416 Missense_Mutation G A p.P688L 439 114 0.260 0.454 4 2 2 259 ankyrinErepeatEdomainE36C ENST00000456556.1
Case#3'Relapse'WholeTumor SNRNP200 2 96952155 Missense_Mutation GG AA p.T1299I 125 39 0.312 0.546 4 3 1 97 smallEnuclearEribonucleoproteinE200kDaE(U5) ENST00000323853.5
Case#3'Relapse'WholeTumor KANSL3 2 97276608 Missense_Mutation G A p.P392S 216 68 0.315 0.551 4 3 1 180 KAT8EregulatoryENSLEcomplexEsubunitE3 ENST00000431828.1
Case#3'Relapse'WholeTumor TSGA10 2 99725886 Missense_Mutation G A p.S6F 202 57 0.282 0.494 4 2 2 90 testisEspecific,E10 ENST00000393483.3
Case#3'Relapse'WholeTumor IL18RAP 2 103067316 Missense_Mutation G A p.D407N 155 46 0.297 0.519 4 2 2 93 interleukinE18EreceptorEaccessoryEprotein ENST00000264260.2
Case#3'Relapse'WholeTumor RGPD8 2 113191010 Missense_Mutation A C p.D7E 204 13 0.064 0.112 4 2 2 197 RANBP2'likeEandEGRIPEdomainEcontainingE8 ENST00000302558.3
Case#3'Relapse'WholeTumor SAP130 2 128712815 Missense_Mutation GG AA p.P714S 117 36 0.308 0.538 4 2 2 84 Sin3A'associatedEprotein,E130kDa ENST00000259235.3
Case#3'Relapse'WholeTumor POTEI 2 131220643 Missense_Mutation C T p.D992N 680 60 0.088 0.176 3 2 1 616 POTEEankyrinEdomainEfamily,EmemberEI ENST00000451531.2
Case#3'Relapse'WholeTumor NCKAP5 2 133542604 Missense_Mutation C T p.E594K 109 27 0.248 0.433 4 2 2 95 NCK'associatedEproteinE5 ENST00000409261.1
Case#3'Relapse'WholeTumor THSD7B 2 138400156 Missense_Mutation C T p.P1300S 142 43 0.303 0.530 4 2 2 99 thrombospondin,EtypeEI,EdomainEcontainingE7B ENST00000409968.1
Case#3'Relapse'WholeTumor CACNB4 2 152728990 Missense_Mutation G A p.S180F 201 43 0.214 0.374 4 2 2 114 calciumEchannel,Evoltage'dependent,EbetaE4Esubunit ENST00000539935.1
Case#3'Relapse'WholeTumor SCN1A 2 166892697 Missense_Mutation A C p.I1097S 386 119 0.308 0.540 4 2 2 220 sodiumEchannel,Evoltage'gated,EtypeEI,EalphaEsubunit ENST00000303395.4
Case#3'Relapse'WholeTumor LRP2 2 169989179 Missense_Mutation C T p.E4545K 210 47 0.224 0.392 4 2 2 121 lowEdensityElipoproteinEreceptor'relatedEproteinE2 ENST00000263816.3
Case#3'Relapse'WholeTumor LRP2 2 170027117 Missense_Mutation C T p.R3775Q 248 65 0.262 0.459 4 2 2 166 lowEdensityElipoproteinEreceptor'relatedEproteinE2 ENST00000263816.3
Case#3'Relapse'WholeTumor TTN 2 179542597 Missense_Mutation C T p.E11031K 240 62 0.258 0.452 4 2 2 161 titin ENST00000591111.1
Case#3'Relapse'WholeTumor TTN 2 179638013 Missense_Mutation C T p.G2560R 174 63 0.362 0.634 4 2 2 115 titin ENST00000591111.1

Case#3'Relapse'WholeTumor ITGA4 2 182347248 Missense_Mutation C T p.S304L 290 88 0.303 0.531 4 2 2 197
integrin,EalphaE4E(antigenECD49D,EalphaE4EsubunitEofEVLA'4E

receptor) ENST00000397033.2
Case#3'Relapse'WholeTumor FSIP2 2 186665668 Missense_Mutation G A p.E3879K 161 43 0.267 0.467 4 2 2 113 fibrousEsheathEinteractingEproteinE2 ENST00000424728.1
Case#3'Relapse'WholeTumor STAT4 2 191894582 Missense_Mutation G A p.P744L 111 27 0.243 0.426 4 2 2 91 signalEtransducerEandEactivatorEofEtranscriptionE4 ENST00000392320.2
Case#3'Relapse'WholeTumor ZNF142 2 219507517 Missense_Mutation G A p.S1241L 255 68 0.267 0.467 4 2 2 181 zincEfingerEproteinE142 ENST00000449707.1

Case#3'Relapse'WholeTumor NYAP2 2 226446941 Missense_Mutation G A p.E270K 247 62 0.251 0.439 4 2 2 177
neuronalEtyrosine'phosphorylatedEphosphoinositide'3'kinaseE

adaptorE2 ENST00000272907.6
Case#3'Relapse'WholeTumor COL4A4 2 227954646 Missense_Mutation CC TT p.G466K 132 42 0.318 0.557 4 2 2 98 collagen,EtypeEIV,EalphaE4 ENST00000396625.3
Case#3'Relapse'WholeTumor C2orf83 2 228476118 Missense_Mutation C T p.G149R 210 61 0.290 0.508 4 2 2 156 chromosomeE2EopenEreadingEframeE83 ENST00000264387.4
Case#3'Relapse'WholeTumor HTR2B 2 231973845 Missense_Mutation G A p.P278S 400 123 0.308 0.538 4 2 2 267 5'hydroxytryptamineE(serotonin)EreceptorE2B,EGEprotein'coupled ENST00000258400.3
Case#3'Relapse'WholeTumor SAG 2 234235774 Missense_Mutation G A p.G148E 174 42 0.241 0.422 4 2 2 112 S'antigen;EretinaEandEpinealEglandE(arrestin) ENST00000409110.1
Case#3'Relapse'WholeTumor KLHL30 2 239050033 Missense_Mutation C T p.A213V 53 7 0.132 0.231 4 2 2 38 kelch'likeEfamilyEmemberE30 ENST00000409223.1
Case#3'Relapse'WholeTumor ARHGAP40 20 37272501 Missense_Mutation G A p.G453E 195 49 0.251 0.440 4 2 2 138 RhoEGTPaseEactivatingEproteinE40 ENST00000373345.4
Case#3'Relapse'WholeTumor EMILIN3 20 39989988 Missense_Mutation C T p.D741N 268 77 0.287 0.503 4 2 2 177 elastinEmicrofibrilEinterfacerE3 ENST00000332312.3
Case#3'Relapse'WholeTumor PTPRT 20 40727140 Missense_Mutation G A p.T1256I 339 82 0.242 0.423 4 2 2 246 proteinEtyrosineEphosphatase,EreceptorEtype,ET ENST00000373187.1
Case#3'Relapse'WholeTumor L3MBTL1 20 42162925 Splice_Site G A p.R512Q 162 41 0.253 0.443 4 2 2 147 l(3)mbt'likeE1E(Drosophila) ENST00000427442.2
Case#3'Relapse'WholeTumor SEMG1 20 43837235 Missense_Mutation G A p.G433R 246 84 0.341 0.598 4 2 2 142 semenogelinEI ENST00000372781.3
Case#3'Relapse'WholeTumor ELMO2 20 45014770 Missense_Mutation G A p.L224F 163 44 0.270 0.472 4 2 2 96 engulfmentEandEcellEmotilityE2 ENST00000290246.6
Case#3'Relapse'WholeTumor OCSTAMP 20 45174451 Missense_Mutation C T p.E188K 197 44 0.223 0.391 4 2 2 144 osteoclastEstimulatoryEtransmembraneEprotein ENST00000279028.2
Case#3'Relapse'WholeTumor ZNF831 20 57829425 Missense_Mutation C T p.S1554L 150 44 0.293 0.513 4 2 2 96 zincEfingerEproteinE831 ENST00000371030.2
Case#3'Relapse'WholeTumor ADRM1 20 60882680 Missense_Mutation CC TT p.P218L 153 44 0.288 0.503 4 2 2 82 adhesionEregulatingEmoleculeE1 ENST00000253003.2
Case#3'Relapse'WholeTumor TPTE 21 10906910 Missense_Mutation C T p.D551N 533 41 0.077 0.154 3 2 1 360 transmembraneEphosphataseEwithEtensinEhomology ENST00000361285.4
Case#3'Relapse'WholeTumor LIPI 21 15537711 Splice_Site C T p.G245E 91 20 0.220 0.385 4 2 2 65 lipase,EmemberEI ENST00000536861.1
Case#3'Relapse'WholeTumor LTN1 21 30365209 Missense_Mutation G A p.S19F 137 28 0.204 0.358 4 2 2 113 listerinEE3EubiquitinEproteinEligaseE1 ENST00000389195.2
Case#3'Relapse'WholeTumor SYNJ1 21 34045776 Nonsense_Mutation G A p.R534* 192 42 0.219 0.383 4 2 2 102 synaptojaninE1 ENST00000322229.7
Case#3'Relapse'WholeTumor RRP1B 21 45113233 Missense_Mutation G A p.R749K 247 78 0.316 0.553 4 2 2 175 ribosomalERNAEprocessingE1B ENST00000340648.4
Case#3'Relapse'WholeTumor DNMT3L 21 45679432 Splice_Site C T p.D78N 203 46 0.227 0.397 4 2 2 152 DNAE(cytosine'5')'methyltransferaseE3'like ENST00000418993.1
Case#3'Relapse'WholeTumor KRTAP10'4 21 45993684 Missense_Mutation C T p.P17S 349 93 0.266 0.466 4 2 2 317 keratinEassociatedEproteinE10'4 ENST00000400374.3

Case#3'Relapse'WholeTumor ITGB2 21 46309893 Splice_Site C T p.G553R 334 88 0.263 0.461 4 2 2 276
integrin,EbetaE2E(complementEcomponentE3EreceptorE3EandE4E

subunit) ENST00000397850.2
Case#3'Relapse'WholeTumor POTEH 22 16275210 Missense_Mutation G A p.P412S 702 90 0.128 0.513 1 1 0 577 POTEEankyrinEdomainEfamily,EmemberEH ENST00000343518.6
Case#3'Relapse'WholeTumor OR11H1 22 16449062 Missense_Mutation CC TT p.G248K 564 120 0.213 0.372 4 3 1 459 olfactoryEreceptor,EfamilyE11,EsubfamilyEH,EmemberE1 ENST00000252835.4
Case#3'Relapse'WholeTumor CCT8L2 22 17073167 Missense_Mutation C T p.E92K 307 73 0.238 0.416 4 3 1 232 chaperoninEcontainingETCP1,EsubunitE8E(theta)'likeE2 ENST00000359963.3
Case#3'Relapse'WholeTumor ZNF74 22 20760975 Missense_Mutation C T p.S551F 256 77 0.301 0.526 4 3 1 190 zincEfingerEproteinE74 ENST00000400451.2
Case#3'Relapse'WholeTumor CCDC116 22 21989439 Missense_Mutation T A p.Y363N 354 100 0.282 0.494 4 3 1 234 coiled'coilEdomainEcontainingE116 ENST00000292779.3
Case#3'Relapse'WholeTumor C22orf43 22 23959845 Splice_Site C T 376 106 0.282 0.493 4 2 2 260 ENST00000317749.5
Case#3'Relapse'WholeTumor MYO18B 22 26388328 Splice_Site GG AA p.E2054K 262 68 0.260 0.454 4 2 2 181 myosinEXVIIIB ENST00000407587.2
Case#3'Relapse'WholeTumor HPS4 22 26854495 Missense_Mutation C T p.E588K 103 24 0.233 0.408 4 2 2 56 Hermansky'PudlakEsyndromeE4 ENST00000398145.2
Case#3'Relapse'WholeTumor C22orf42 22 32555199 Missense_Mutation C T p.G2R 150 44 0.293 0.513 4 2 2 102 chromosomeE22EopenEreadingEframeE42 ENST00000382097.3

Case#3'Relapse'WholeTumor CSF2RB 22 37328885 Missense_Mutation G A p.R364Q 192 48 0.250 0.438 4 2 2 136
colonyEstimulatingEfactorE2Ereceptor,Ebeta,Elow'affinityE

(granulocyte'macrophage) ENST00000403662.3

Case#3'Relapse'WholeTumor MGAT3 22 39883568 Missense_Mutation CC AT p.P73S 136 33 0.243 0.425 4 2 2 107
mannosylE(beta'1,4')'glycoproteinEbeta'1,4'N'

acetylglucosaminyltransferase ENST00000341184.6
Case#3'Relapse'WholeTumor SCUBE1 22 43634939 Nonsense_Mutation CC TA p.G250* 268 69 0.257 0.451 4 2 2 215 signalEpeptide,ECUBEdomain,EEGF'likeE1 ENST00000360835.4
Case#3'Relapse'WholeTumor ALG12 22 50297882 Missense_Mutation C A p.V395L 444 125 0.282 0.493 4 2 2 346 ALG12,Ealpha'1,6'mannosyltransferase ENST00000330817.6

Case#3'Relapse'WholeTumor SLC22A13 3 38307716 Missense_Mutation C T p.S122F 46 17 0.370 0.924 2 2 0 66
soluteEcarrierEfamilyE22E(organicEanion/urateEtransporter),EmemberE

13 ENST00000311856.4
Case#3'Relapse'WholeTumor ULK4 3 41607542 Missense_Mutation G A p.S1067L 191 71 0.372 0.929 2 2 0 158 unc'51ElikeEkinaseE4 ENST00000301831.4
Case#3'Relapse'WholeTumor ELP6 3 47537655 Missense_Mutation GG AA p.P235L 106 45 0.425 1.061 2 2 0 125 elongatorEacetyltransferaseEcomplexEsubunitE6 ENST00000296149.4
Case#3'Relapse'WholeTumor TMEM89 3 48658426 Nonsense_Mutation C T p.W110* 188 72 0.383 0.957 2 2 0 132 transmembraneEproteinE89 ENST00000330862.3
Case#3'Relapse'WholeTumor ITIH1 3 52823792 Missense_Mutation C A p.P748H 181 11 0.061 0.152 2 2 0 198 inter'alpha'trypsinEinhibitorEheavyEchainE1 ENST00000273283.2
Case#3'Relapse'WholeTumor ROBO1 3 78719412 Missense_Mutation G A p.P461L 279 76 0.272 0.477 4 2 2 165 roundabout,EaxonEguidanceEreceptor,EhomologE1E(Drosophila) ENST00000464233.1
Case#3'Relapse'WholeTumor OR5K4 3 98072744 Missense_Mutation G A p.G16E 223 56 0.251 0.439 4 2 2 113 olfactoryEreceptor,EfamilyE5,EsubfamilyEK,EmemberE4 ENST00000354924.2
Case#3'Relapse'WholeTumor WDR52 3 113120468 Missense_Mutation TT AA p.K430L 194 51 0.263 0.460 4 2 2 123 ENST00000295868.2
Case#3'Relapse'WholeTumor SIDT1 3 113342480 Missense_Mutation C T p.S736F 120 36 0.300 0.525 4 2 2 84 SID1EtransmembraneEfamily,EmemberE1 ENST00000264852.4
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Case#3'Relapse'WholeTumor SEMA5B 3 122629695 Missense_Mutation C T p.E1097K 66 19 0.288 0.504 4 2 2 38

semaEdomain,EsevenEthrombospondinErepeatsE(typeE1EandEtypeE1'

like),EtransmembraneEdomainE(TM)EandEshortEcytoplasmicEdomain,E

(semaphorin)E5B ENST00000357599.3

Case#3'Relapse'WholeTumor MCM2 3 127335939 Missense_Mutation GT TA p.C584L 170 37 0.218 0.381 4 2 2 114 minichromosomeEmaintenanceEcomplexEcomponentE2 ENST00000265056.7

Case#3'Relapse'WholeTumor PODXL2 3 127387359 Missense_Mutation C T p.H428Y 169 43 0.254 0.445 4 2 2 96 podocalyxin'likeE2 ENST00000342480.6

Case#3'Relapse'WholeTumor DNAJB8 3 128181545 Missense_Mutation C T p.V182M 316 84 0.266 0.465 4 2 2 231 DnaJE(Hsp40)Ehomolog,EsubfamilyEB,EmemberE8 ENST00000469083.1

Case#3'Relapse'WholeTumor HMCES 3 129020881 Missense_Mutation C T p.H242Y 229 76 0.332 0.581 4 2 2 173 5'hydroxymethylcytosineE(hmC)Ebinding,EESEcell'specific ENST00000383463.4

Case#3'Relapse'WholeTumor MBD4 3 129155946 Nonsense_Mutation G A p.R181* 139 42 0.302 0.529 4 2 2 89 methyl'CpGEbindingEdomainEproteinE4 ENST00000249910.1

Case#3'Relapse'WholeTumor SI 3 164785192 Missense_Mutation C T p.D191N 326 85 0.261 0.456 4 2 2 190 sucrase'isomaltaseE(alpha'glucosidase) ENST00000264382.3

Case#3'Relapse'WholeTumor MYNN 3 169496854 Missense_Mutation C T p.P189S 242 63 0.260 0.456 4 2 2 147 myoneurin ENST00000349841.5

Case#3'Relapse'WholeTumor EHHADH 3 184922263 Missense_Mutation G A p.P284L 249 81 0.325 0.569 4 2 2 136 enoyl'CoA,Ehydratase/3'hydroxyacylECoAEdehydrogenase ENST00000231887.3

Case#3'Relapse'WholeTumor KCTD8 4 44177097 Missense_Mutation G T p.Q378K 120 58 0.483 1.208 2 2 0 123 potassiumEchannelEtetramerizationEdomainEcontainingE8 ENST00000360029.3

Case#3'Relapse'WholeTumor ALB 4 74275082 Missense_Mutation G A p.E15K 111 36 0.324 0.811 2 2 0 92 albumin ENST00000503124.1

Case#3'Relapse'WholeTumor FRAS1 4 78987156 Missense_Mutation G A p.D32N 143 56 0.392 0.979 2 2 0 140 FraserEextracellularEmatrixEcomplexEsubunitE1 ENST00000325942.6

Case#3'Relapse'WholeTumor FAM13A 4 89950703 Missense_Mutation C A p.G42V 137 54 0.394 0.985 2 2 0 120 familyEwithEsequenceEsimilarityE13,EmemberEA ENST00000264344.5

Case#3'Relapse'WholeTumor RP11'766F14.2 4 100570579 Missense_Mutation G A p.P1743S 131 69 0.527 1.317 2 2 0 134 ENST00000511828.1

Case#3'Relapse'WholeTumor DCHS2 4 155219419 Missense_Mutation C T p.G1561D 139 69 0.496 1.241 2 2 0 150 dachsousEcadherin'relatedE2 ENST00000357232.4

Case#3'Relapse'WholeTumor TLR3 4 187004899 Missense_Mutation C T p.P687S 133 51 0.383 0.959 2 2 0 117 toll'likeEreceptorE3 ENST00000296795.3

Case#3'Relapse'WholeTumor PLEKHG4B 5 163077 Missense_Mutation G A p.D608N 284 65 0.229 0.401 4 2 2 218

pleckstrinEhomologyEdomainEcontaining,EfamilyEGE(withERhoGefE

domain)EmemberE4B ENST00000283426.6

Case#3'Relapse'WholeTumor DROSHA 5 31508735 Missense_Mutation G A p.P527L 222 56 0.252 0.441 4 2 2 163 drosha,EribonucleaseEtypeEIII ENST00000511367.2

Case#3'Relapse'WholeTumor AGXT2 5 35047922 Missense_Mutation G A p.P26S 199 46 0.231 0.405 4 2 2 143 alanine''glyoxylateEaminotransferaseE2 ENST00000231420.6

Case#3'Relapse'WholeTumor LMBRD2 5 36117895 Missense_Mutation G A p.S415F 177 50 0.282 0.494 4 2 2 110 LMBR1EdomainEcontainingE2 ENST00000296603.4

Case#3'Relapse'WholeTumor MROH2B 5 41009457 Missense_Mutation CC TT p.G1115E 184 46 0.250 0.438 4 2 2 143 maestroEheat'likeErepeatEfamilyEmemberE2B ENST00000399564.4

Case#3'Relapse'WholeTumor AFF4 5 132223577 Missense_Mutation G A p.S965F 108 48 0.444 1.111 2 2 0 103 AF4/FMR2Efamily,EmemberE4 ENST00000265343.5

Case#3'Relapse'WholeTumor PCDHB3 5 140482430 Missense_Mutation C T p.P733S 293 80 0.273 0.683 2 2 0 310 protocadherinEbetaE3 ENST00000231130.2

Case#3'Relapse'WholeTumor PCDHB13 5 140595625 Missense_Mutation G A p.V644I 132 14 0.106 0.265 2 2 0 377 protocadherinEbetaE13 ENST00000341948.4

Case#3'Relapse'WholeTumor FAT2 5 150948044 Missense_Mutation G A p.P150L 112 43 0.384 0.960 2 2 0 107 FATEatypicalEcadherinE2 ENST00000261800.5

Case#3'Relapse'WholeTumor BTNL9 5 180474965 Missense_Mutation C T p.L50F 115 40 0.348 0.870 2 2 0 112 butyrophilin'likeE9 ENST00000327705.9

Case#3'Relapse'WholeTumor HUS1B 6 656555 Missense_Mutation G T p.H130Q 17 3 0.176 0.441 2 2 0 74 HUS1EcheckpointEhomologEbE(S.Epombe) ENST00000380907.2

Case#3'Relapse'WholeTumor TULP1 6 35467812 Missense_Mutation C T p.G481S 119 53 0.445 1.113 2 2 0 115 tubbyElikeEproteinE1 ENST00000229771.6

Case#3'Relapse'WholeTumor GLTSCR1L 6 42797699 Missense_Mutation T G p.V543G 138 10 0.072 0.181 2 2 0 140 GLTSCR1'like ENST00000314073.5

Case#3'Relapse'WholeTumor TMEM63B 6 44117624 Missense_Mutation C T p.T481I 129 50 0.388 0.969 2 2 0 130 transmembraneEproteinE63B ENST00000259746.9

Case#3'Relapse'WholeTumor NFKBIE 6 44227856 Missense_Mutation G A p.S454F 163 69 0.423 1.058 2 2 0 149

nuclearEfactorEofEkappaElightEpolypeptideEgeneEenhancerEinEB'cellsE

inhibitor,Eepsilon ENST00000275015.5

Case#3'Relapse'WholeTumor TCTE1 6 44250280 Missense_Mutation C T p.R288Q 49 22 0.449 1.122 2 2 0 53 t'complex'associated'testis'expressedE1 ENST00000371505.4

Case#3'Relapse'WholeTumor PGK2 6 49754689 Missense_Mutation G A p.P71L 166 57 0.343 0.858 2 2 0 207 phosphoglycerateEkinaseE2 ENST00000304801.3

Case#3'Relapse'WholeTumor FAM83B 6 54804992 Missense_Mutation G A p.R408K 95 32 0.337 0.842 2 2 0 105 familyEwithEsequenceEsimilarityE83,EmemberEB ENST00000306858.7

Case#3'Relapse'WholeTumor COL9A1 6 70963105 Missense_Mutation C T p.G583S 173 75 0.434 1.084 2 2 0 168 collagen,EtypeEIX,EalphaE1 ENST00000357250.6

Case#3'Relapse'WholeTumor IMPG1 6 76660307 Missense_Mutation C T p.R599Q 143 60 0.420 1.049 2 2 0 125 interphotoreceptorEmatrixEproteoglycanE1 ENST00000369950.3

Case#3'Relapse'WholeTumor TRDN 6 123658781 Missense_Mutation G A p.S468L 114 54 0.474 1.184 2 2 0 82 triadin ENST00000398178.3

Case#3'Relapse'WholeTumor ENPP1 6 132196928 Missense_Mutation G A p.G550S 185 78 0.422 1.054 2 2 0 123 ectonucleotideEpyrophosphatase/phosphodiesteraseE1 ENST00000360971.2

Case#3'Relapse'WholeTumor LPA 6 161020680 Missense_Mutation C T p.E1047K 375 140 0.373 0.933 2 2 0 371 lipoprotein,ELp(a) ENST00000316300.5

Case#3'Relapse'WholeTumor LFNG 7 2552914 Nonsense_Mutation G A p.W57* 269 69 0.257 0.449 4 2 2 184 LFNGEO'fucosylpeptideE3'beta'N'acetylglucosaminyltransferase ENST00000402506.1

Case#3'Relapse'WholeTumor ABCA13 7 48550794 Splice_Site GG AA p.G4547K 216 65 0.301 0.527 4 2 2 140 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1

Case#3'Relapse'WholeTumor ABCA13 7 48626876 Missense_Mutation C T p.L4878F 147 43 0.293 0.512 4 2 2 98 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1

Case#3'Relapse'WholeTumor ABCA13 7 48634326 Missense_Mutation G A p.M4887I 262 67 0.256 0.448 4 2 2 161 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1

Case#3'Relapse'WholeTumor IKZF1 7 50450237 Splice_Site G A 215 72 0.335 0.586 4 2 2 184 IKAROSEfamilyEzincEfingerE1E(Ikaros) ENST00000331340.3

Case#3'Relapse'WholeTumor GRB10 7 50737450 Missense_Mutation G A p.S158F 269 73 0.271 0.475 4 2 2 222 growthEfactorEreceptor'boundEproteinE10 ENST00000401949.1

Case#3'Relapse'WholeTumor ZNF117 7 64439738 Nonsense_Mutation G A p.Q71* 171 24 0.140 0.351 2 1 1 147 zincEfingerEproteinE117 ENST00000282869.6

Case#3'Relapse'WholeTumor LIMK1 7 73521416 Missense_Mutation C T p.R320C 454 120 0.264 0.463 4 2 2 312 LIMEdomainEkinaseE1 ENST00000336180.2

Case#3'Relapse'WholeTumor PRKRIP1 7 102040046 Missense_Mutation G A p.R86H 85 26 0.306 0.535 4 3 1 67 PRKREinteractingEproteinE1E(IL11Einducible) ENST00000496391.1

Case#3'Relapse'WholeTumor MET 7 116418969 Missense_Mutation G A p.M1178I 241 70 0.290 0.508 4 2 2 135 METEproto'oncogene,EreceptorEtyrosineEkinase ENST00000318493.6

Case#3'Relapse'WholeTumor CFTR 7 117144383 Missense_Mutation G A p.D44N 99 25 0.253 0.442 4 2 2 57

cysticEfibrosisEtransmembraneEconductanceEregulatorE(ATP'bindingE

cassetteEsub'familyEC,EmemberE7) ENST00000003084.6

Case#3'Relapse'WholeTumor FLNC 7 128486089 Missense_Mutation C T p.S1279F 218 71 0.326 0.570 4 2 2 144 filaminEC,Egamma ENST00000325888.8

Case#3'Relapse'WholeTumor CPA4 7 129950718 Nonsense_Mutation CC TT p.Q296* 253 74 0.292 0.512 4 2 2 183 carboxypeptidaseEA4 ENST00000222482.4

Case#3'Relapse'WholeTumor AGBL3 7 134800245 Missense_Mutation G A p.V742I 229 67 0.293 0.512 4 2 2 119 ATP/GTPEbindingEprotein'likeE3 ENST00000436302.2

Case#3'Relapse'WholeTumor MGAM 7 141750536 Missense_Mutation G A p.D893N 280 72 0.257 0.450 4 2 2 199 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2

Case#3'Relapse'WholeTumor MGAM 7 141754666 Missense_Mutation C T p.P1091L 367 113 0.308 0.539 4 2 2 293 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2

Case#3'Relapse'WholeTumor RP11'1220K2.2 7 141884914 Missense_Mutation C T p.S1321F 191 48 0.251 0.440 4 2 2 136 ENST00000477922.3

Case#3'Relapse'WholeTumor KEL 7 142655488 Missense_Mutation G A p.S143F 174 45 0.259 0.517 3 2 1 111 KellEbloodEgroup,Emetallo'endopeptidase ENST00000355265.2

Case#3'Relapse'WholeTumor RP1L1 8 10469030 Missense_Mutation G A p.R860W 54 5 0.093 0.231 2 2 0 84 retinitisEpigmentosaE1'likeE1 ENST00000382483.3

Case#3'Relapse'WholeTumor TACC1 8 38677979 Missense_Mutation C T p.S406F 158 67 0.424 1.060 2 2 0 168 transforming,EacidicEcoiled'coilEcontainingEproteinE1 ENST00000317827.4

Case#3'Relapse'WholeTumor RP1 8 55533815 Missense_Mutation G A p.E97K 138 45 0.326 0.815 2 2 0 136 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1

Case#3'Relapse'WholeTumor PREX2 8 68968209 Splice_Site G A p.S413N 194 87 0.448 1.121 2 2 0 173

phosphatidylinositol'3,4,5'trisphosphate'dependentERacEexchangeE

factorE2 ENST00000288368.4

Case#3'Relapse'WholeTumor POP1 8 99135603 Missense_Mutation T A p.M13K 148 63 0.426 1.064 2 2 0 146

processingEofEprecursorE1,EribonucleaseEP/MRPEsubunitE(S.E

cerevisiae) ENST00000401707.2

Case#3'Relapse'WholeTumor NFIB 9 14179774 Missense_Mutation C T p.G190R 84 37 0.440 1.101 2 2 0 70 nuclearEfactorEI/B ENST00000380959.3

Case#3'Relapse'WholeTumor VPS13A 9 79938016 Missense_Mutation C T p.P1955L 192 78 0.406 1.016 2 2 0 141 vacuolarEproteinEsortingE13EhomologEAE(S.Ecerevisiae) ENST00000360280.3

Case#3'Relapse'WholeTumor NXNL2 9 91159394 Missense_Mutation G A p.E135K 92 30 0.326 0.815 2 2 0 92 nucleoredoxin'likeE2 ENST00000375854.3

Case#3'Relapse'WholeTumor CYLC2 9 105767601 Missense_Mutation T A p.S230T 144 8 0.056 0.139 2 2 0 162 cylicin,EbasicEproteinEofEspermEheadEcytoskeletonE2 ENST00000374798.3

Case#3'Relapse'WholeTumor OR13C2 9 107367788 Missense_Mutation C T p.G41R 440 115 0.261 0.653 2 2 0 447 olfactoryEreceptor,EfamilyE13,EsubfamilyEC,EmemberE2 ENST00000542196.1

Case#3'Relapse'WholeTumor PAPPA 9 118949983 Missense_Mutation GG TC p.E323Q 127 52 0.409 1.024 2 2 0 156 pregnancy'associatedEplasmaEproteinEA,EpappalysinE1 ENST00000328252.3

Case#3'Relapse'WholeTumor OR1Q1 9 125377645 Missense_Mutation C T p.A210V 199 84 0.422 1.055 2 2 0 151 olfactoryEreceptor,EfamilyE1,EsubfamilyEQ,EmemberE1 ENST00000297913.2

Case#3'Relapse'WholeTumor PNPLA7 9 140409917 Missense_Mutation G A p.S355F 173 85 0.491 1.228 2 2 0 139 patatin'likeEphospholipaseEdomainEcontainingE7 ENST00000277531.4

Case#3'Relapse'WholeTumor ARSF X 3007595 Missense_Mutation C T p.P297S 173 93 0.538 1.075 3 3 0 95 arylsulfataseEF ENST00000381127.1

Case#3'Relapse'WholeTumor CYBB X 37663372 Nonsense_Mutation G A p.W380* 174 101 0.580 1.016 4 4 0 93 cytochromeEb'245,EbetaEpolypeptide ENST00000378588.4

Case#3'Relapse'WholeTumor HEPH X 65474933 Missense_Mutation G A p.D874N 64 32 0.500 0.875 4 3 1 41 hephaestin ENST00000343002.2

Case#3'Relapse'WholeTumor BHLHB9 X 102004491 Missense_Mutation C T p.P190S 228 116 0.509 0.890 4 3 1 150 basicEhelix'loop'helixEdomainEcontaining,EclassEB,E9 ENST00000372735.1

Case#3'Relapse'WholeTumor NRK X 105187944 Missense_Mutation G A p.E1324K 105 56 0.533 0.933 4 3 1 66 NikErelatedEkinase ENST00000243300.9

Case#3'Relapse'WholeTumor KCNE1L X 108868108 Missense_Mutation C T p.G48S 42 23 0.548 0.958 4 3 1 50 KCNE1'like ENST00000372101.2

Case#3'Relapse'WholeTumor TENM1 X 123637409 Splice_Site CC TT p.G1149K 139 82 0.590 1.032 4 3 1 93 teneurinEtransmembraneEproteinE1 ENST00000371130.3

Case#3'Relapse'WholeTumor ARHGAP36 X 130218204 Missense_Mutation G A p.D191N 90 53 0.589 1.031 4 3 1 48 RhoEGTPaseEactivatingEproteinE36 ENST00000276211.5
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Case#3'Relapse'WholeTumor GPC4 X 132458528 Missense_Mutation G A p.S119F 26 12 0.462 0.808 4 3 1 21 glypicanE4 ENST00000370828.3
Case#3'Relapse'WholeTumor PASD1 X 150832597 Missense_Mutation C T p.S283F 93 42 0.452 0.903 3 2 1 74 PASEdomainEcontainingE1 ENST00000370357.4
Case#3'Relapse'WholeTumor PLXNA3 X 153689479 Missense_Mutation C T p.P212L 129 77 0.597 1.194 3 2 1 98 plexinEA3 ENST00000369682.3
Case#3'Relapse'WholeTumor F8 X 154065973 Missense_Mutation G A p.P2319S 184 98 0.533 1.065 3 2 1 142 coagulationEfactorEVIII,EprocoagulantEcomponent ENST00000360256.4

Case#3'Baseline'M437 ATAD3B 1 1431165 Missense_Mutation C T p.P639S 132 13 0.098 0.102 3 2 1 132 ATPaseEfamily,EAAAEdomainEcontainingE3B ENST00000308647.7
Case#3'Baseline'M437 TTC34 1 2704108 Missense_Mutation G A p.P85S 88 25 0.284 0.294 3 2 1 113 tetratricopeptideErepeatEdomainE34 ENST00000401095.3
Case#3'Baseline'M437 WRAP73 1 3548848 Missense_Mutation C T p.R326K 185 121 0.654 0.677 3 2 1 201 WDErepeatEcontaining,EantisenseEtoETP73 ENST00000270708.7
Case#3'Baseline'M437 GPR153 1 6311591 Splice_Site C A 42 25 0.595 0.616 3 2 1 87 GEprotein'coupledEreceptorE153 ENST00000377893.2
Case#3'Baseline'M437 CLSTN1 1 9809822 Splice_Site C A p.G267* 205 59 0.288 0.298 3 2 1 169 calsynteninE1 ENST00000377298.4
Case#3'Baseline'M437 PRAMEF17 1 13718514 Missense_Mutation A G p.H326R 181 12 0.066 0.069 3 2 1 185 PRAMEEfamilyEmemberE17 ENST00000376098.4
Case#3'Baseline'M437 SPEN 1 16263724 Frame_Shift_Ins ' CTGCA p.'3366fs 75 31 0.413 0.428 3 2 1 95 spenEfamilyEtranscriptionalErepressor ENST00000375759.3
Case#3'Baseline'M437 CROCC 1 17292248 Missense_Mutation CC TT p.T1479I 105 29 0.276 0.286 3 2 1 130 ciliaryErootletEcoiled'coil,Erootletin ENST00000375541.5
Case#3'Baseline'M437 PADI3 1 17601157 Missense_Mutation G A p.E395K 165 106 0.642 0.665 3 2 1 207 peptidylEarginineEdeiminase,EtypeEIII ENST00000375460.3
Case#3'Baseline'M437 TAS1R2 1 19180962 Missense_Mutation GC TT p.G334E 114 9 0.079 0.082 3 2 1 148 tasteEreceptor,EtypeE1,EmemberE2 ENST00000375371.3
Case#3'Baseline'M437 CELA3A 1 22333956 Missense_Mutation C T p.T197I 168 102 0.607 0.628 3 2 1 141 chymotrypsin'likeEelastaseEfamily,EmemberE3A ENST00000290122.3
Case#3'Baseline'M437 MYOM3 1 24384118 Splice_Site C T 161 100 0.621 0.643 3 2 1 178 myomesinE3 ENST00000374434.3
Case#3'Baseline'M437 MATN1 1 31189129 Missense_Mutation GA AT p.F278Y 80 22 0.275 0.285 3 2 1 125 matrilinE1,EcartilageEmatrixEprotein ENST00000373765.4
Case#3'Baseline'M437 LCK 1 32741652 Missense_Mutation C T p.R207C 146 41 0.281 0.291 3 2 1 127 LCKEproto'oncogene,ESrcEfamilyEtyrosineEkinase ENST00000336890.5
Case#3'Baseline'M437 ADC 1 33583660 Missense_Mutation C T p.S396F 138 41 0.297 0.308 3 2 1 191 ENST00000294517.6
Case#3'Baseline'M437 COL8A2 1 36564404 Missense_Mutation C T p.G293D 58 20 0.345 0.357 3 2 1 66 collagen,EtypeEVIII,EalphaE2 ENST00000397799.1
Case#3'Baseline'M437 CSF3R 1 36932118 Missense_Mutation G A p.P784L 97 26 0.268 0.277 3 2 1 109 colonyEstimulatingEfactorE3EreceptorE(granulocyte) ENST00000373106.1
Case#3'Baseline'M437 COL9A2 1 40777362 Missense_Mutation G A p.S148L 102 33 0.324 0.335 3 2 1 113 collagen,EtypeEIX,EalphaE2 ENST00000372748.3
Case#3'Baseline'M437 DPH2 1 44437416 Missense_Mutation C T p.A281V 119 44 0.370 0.383 3 2 1 95 DPH2EhomologE(S.Ecerevisiae) ENST00000255108.3
Case#3'Baseline'M437 C1orf173 1 75078442 Missense_Mutation G A p.T351I 117 73 0.624 0.646 3 2 1 183 ENST00000326665.5
Case#3'Baseline'M437 COL11A1 1 103345336 Missense_Mutation C T p.G1726E 133 82 0.617 0.638 3 2 1 205 collagen,EtypeEXI,EalphaE1 ENST00000370096.3
Case#3'Baseline'M437 COL11A1 1 103467995 Missense_Mutation G A p.P696S 104 31 0.298 0.309 3 2 1 91 collagen,EtypeEXI,EalphaE1 ENST00000370096.3

Case#3'Baseline'M437 GNAI3 1 110128916 Missense_Mutation C A p.F223L 145 46 0.317 0.328 3 2 1 165
guanineEnucleotideEbindingEproteinE(GEprotein),EalphaEinhibitingE

activityEpolypeptideE3 ENST00000369851.4

Case#3'Baseline'M437 GNAT2 1 110148621 Missense_Mutation C T p.D231N 156 38 0.244 0.252 3 2 1 142
guanineEnucleotideEbindingEproteinE(GEprotein),EalphaEtransducingE

activityEpolypeptideE2 ENST00000351050.3

Case#3'Baseline'M437 KCND3 1 112319738 Missense_Mutation T A p.N559I 186 61 0.328 0.339 3 2 1 258
potassiumEvoltage'gatedEchannel,EShal'relatedEsubfamily,EmemberE

3 ENST00000315987.2
Case#3'Baseline'M437 NRAS 1 115256530 Missense_Mutation G T p.Q61K 107 63 0.589 0.609 3 2 1 113 neuroblastomaERASEviralE(v'ras)EoncogeneEhomolog ENST00000369535.4
Case#3'Baseline'M437 TRIM45 1 117659298 Missense_Mutation A G p.I431T 116 15 0.129 0.134 3 2 1 104 tripartiteEmotifEcontainingE45 ENST00000256649.4
Case#3'Baseline'M437 KPRP 1 152732182 Missense_Mutation C T p.P40S 160 51 0.319 0.330 3 2 1 234 keratinocyteEproline'richEprotein ENST00000606109.1
Case#3'Baseline'M437 SPRR2E 1 153066106 Missense_Mutation C A p.C41F 205 47 0.229 0.237 3 2 1 277 smallEproline'richEproteinE2E ENST00000368751.1
Case#3'Baseline'M437 INSRR 1 156812030 Missense_Mutation C T p.E1091K 84 47 0.560 0.579 3 2 1 133 insulinEreceptor'relatedEreceptor ENST00000368195.3
Case#3'Baseline'M437 MNDA 1 158813785 Missense_Mutation G A p.R148K 111 71 0.640 0.662 3 2 1 154 myeloidEcellEnuclearEdifferentiationEantigen ENST00000368141.4
Case#3'Baseline'M437 CCDC19 1 159842813 Missense_Mutation C T p.G500S 105 28 0.267 0.276 3 2 1 90 ENST00000368099.4
Case#3'Baseline'M437 SLAMF7 1 160719693 Missense_Mutation G A p.M153I 110 65 0.591 0.612 3 2 1 164 SLAMEfamilyEmemberE7 ENST00000368043.3
Case#3'Baseline'M437 CD244 1 160801172 Missense_Mutation G A p.R360C 101 32 0.317 0.328 3 2 1 108 CD244Emolecule,EnaturalEkillerEcellEreceptorE2B4 ENST00000368033.3
Case#3'Baseline'M437 HSPA6 1 161495026 Missense_Mutation G A p.G193E 94 19 0.202 0.209 3 2 1 208 heatEshockE70kDaEproteinE6E(HSP70B') ENST00000309758.4
Case#3'Baseline'M437 DPT 1 168665821 Missense_Mutation A C p.M191R 238 75 0.315 0.326 3 2 1 215 dermatopontin ENST00000367817.3
Case#3'Baseline'M437 BLZF1 1 169345963 Nonsense_Mutation A T p.K72* 103 13 0.126 0.131 3 2 1 169 basicEleucineEzipperEnuclearEfactorE1 ENST00000367808.3
Case#3'Baseline'M437 F5 1 169515815 Missense_Mutation C T p.E543K 120 72 0.600 0.621 3 2 1 170 coagulationEfactorEVE(proaccelerin,ElabileEfactor) ENST00000367797.3
Case#3'Baseline'M437 FMO1 1 171236697 Missense_Mutation G A p.G50S 137 86 0.628 0.650 3 2 1 159 flavinEcontainingEmonooxygenaseE1 ENST00000354841.4
Case#3'Baseline'M437 MYOC 1 171621173 Missense_Mutation CC TT p.R193Q 76 16 0.211 0.218 3 2 1 70 myocilin,EtrabecularEmeshworkEinducibleEglucocorticoidEresponse ENST00000037502.6
Case#3'Baseline'M437 TNN 1 175067690 Missense_Mutation G A p.G693E 178 66 0.371 0.384 3 2 1 284 tenascinEN ENST00000239462.4
Case#3'Baseline'M437 RASAL2 1 178411936 Nonsense_Mutation A T p.K204* 175 53 0.303 0.313 3 2 1 153 RASEproteinEactivatorElikeE2 ENST00000462775.1
Case#3'Baseline'M437 KIF14 1 200587142 Missense_Mutation G A p.T237M 134 42 0.313 0.324 3 2 1 91 kinesinEfamilyEmemberE14 ENST00000367350.4
Case#3'Baseline'M437 KIF14 1 200587679 Missense_Mutation C T p.G58D 135 11 0.081 0.084 3 2 1 100 kinesinEfamilyEmemberE14 ENST00000367350.4
Case#3'Baseline'M437 CACNA1S 1 201029884 Missense_Mutation G A p.P1106S 176 56 0.318 0.329 3 2 1 179 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1SEsubunit ENST00000362061.3
Case#3'Baseline'M437 IGFN1 1 201196190 Missense_Mutation G A p.G3656E 133 81 0.609 0.630 3 2 1 244 immunoglobulin'likeEandEfibronectinEtypeEIIIEdomainEcontainingE1 ENST00000335211.4
Case#3'Baseline'M437 CHI3L1 1 203152860 Missense_Mutation G A p.P125L 209 62 0.297 0.307 3 2 1 264 chitinaseE3'likeE1E(cartilageEglycoprotein'39) ENST00000255409.3
Case#3'Baseline'M437 C1orf116 1 207196283 Missense_Mutation C T p.E276K 108 60 0.556 0.575 3 2 1 89 chromosomeE1EopenEreadingEframeE116 ENST00000359470.5
Case#3'Baseline'M437 HHIPL2 1 222717003 Missense_Mutation G A p.R284C 114 35 0.307 0.318 3 2 1 106 HHIP'likeE2 ENST00000343410.6
Case#3'Baseline'M437 HHIPL2 1 222717359 Missense_Mutation C T p.G165D 122 78 0.639 0.662 3 2 1 190 HHIP'likeE2 ENST00000343410.6
Case#3'Baseline'M437 ITPKB 1 226835055 Missense_Mutation T C p.R687G 113 39 0.345 0.357 3 2 1 191 inositol'trisphosphateE3'kinaseEB ENST00000272117.3
Case#3'Baseline'M437 CDC42BPA 1 227181974 Missense_Mutation G A p.P1719S 78 51 0.654 0.677 3 2 1 107 CDC42EbindingEproteinEkinaseEalphaE(DMPK'like) ENST00000366769.3
Case#3'Baseline'M437 OBSCN 1 228412227 Missense_Mutation TG CA p.A908T 149 13 0.087 0.090 3 2 1 342 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#3'Baseline'M437 OBSCN 1 228481143 Missense_Mutation G C p.A3653P 132 29 0.220 0.227 3 2 1 166 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#3'Baseline'M437 OBSCN 1 228509823 Missense_Mutation G A p.G5094E 100 63 0.630 0.652 3 2 1 90 obscurin,EcytoskeletalEcalmodulinEandEtitin'interactingERhoGEF ENST00000422127.1
Case#3'Baseline'M437 TTC13 1 231042719 Missense_Mutation G A p.P839S 173 52 0.301 0.311 3 2 1 192 tetratricopeptideErepeatEdomainE13 ENST00000366661.4
Case#3'Baseline'M437 ACTN2 1 236917278 Missense_Mutation C T p.S624F 97 24 0.247 0.256 3 2 1 115 actinin,EalphaE2 ENST00000366578.4
Case#3'Baseline'M437 FMN2 1 240371804 Missense_Mutation G A p.G1231E 77 37 0.481 0.497 3 2 1 82 forminE2 ENST00000319653.9
Case#3'Baseline'M437 NLRP3 1 247588522 Missense_Mutation G A p.E593K 143 40 0.280 0.290 3 2 1 135 NLREfamily,EpyrinEdomainEcontainingE3 ENST00000336119.3
Case#3'Baseline'M437 OR2G2 1 247752288 Missense_Mutation CC TT p.L210F 178 55 0.309 NA NA NA NA 232 olfactoryEreceptor,EfamilyE2,EsubfamilyEG,EmemberE2 ENST00000320065.1
Case#3'Baseline'M437 OR14A2 1 247887074 Missense_Mutation G A p.S91F 216 140 0.648 0.671 3 2 1 332 olfactoryEreceptor,EfamilyE14,EsubfamilyEA,EmemberE2 ENST00000366485.1
Case#3'Baseline'M437 C10orf68 10 33136793 Missense_Mutation G A p.G443S 123 118 0.959 1.010 2 2 0 227 ENST00000375030.2
Case#3'Baseline'M437 NRP1 10 33475282 Missense_Mutation C T p.V733I 82 5 0.061 0.064 2 2 0 153 neuropilinE1 ENST00000265371.4
Case#3'Baseline'M437 NRP1 10 33502507 Missense_Mutation G A p.P474L 144 136 0.944 0.994 2 2 0 289 neuropilinE1 ENST00000265371.4
Case#3'Baseline'M437 OR13A1 10 45799119 Missense_Mutation C T p.G251E 53 50 0.943 0.993 2 2 0 86 olfactoryEreceptor,EfamilyE13,EsubfamilyEA,EmemberE1 ENST00000553795.1
Case#3'Baseline'M437 ALOX5 10 45907693 Missense_Mutation GG AA p.D163N 127 122 0.961 1.011 2 2 0 187 arachidonateE5'lipoxygenase ENST00000374391.2
Case#3'Baseline'M437 FAM21C 10 46235637 Missense_Mutation CT TA p.S158T 264 145 0.549 0.578 2 2 0 490 familyEwithEsequenceEsimilarityE21,EmemberEC ENST00000336378.4
Case#3'Baseline'M437 COL13A1 10 71697406 Missense_Mutation G A p.D594N 63 60 0.952 1.003 2 2 0 187 collagen,EtypeEXIII,EalphaE1 ENST00000398978.3

Case#3'Baseline'M437 SPOCK2 10 73826708 Missense_Mutation C T p.D294N 117 107 0.915 0.963 2 2 0 123
sparc/osteonectin,EcwcvEandEkazal'likeEdomainsEproteoglycanE

(testican)E2 ENST00000373109.2
Case#3'Baseline'M437 DLG5 10 79584164 Missense_Mutation G A p.S787F 79 78 0.987 1.039 2 2 0 34 discs,ElargeEhomologE5E(Drosophila) ENST00000372391.2
Case#3'Baseline'M437 GRID1 10 87487637 Missense_Mutation C T p.G503E 67 66 0.985 1.037 2 2 0 73 glutamateEreceptor,Eionotropic,EdeltaE1 ENST00000327946.7
Case#3'Baseline'M437 FAM25A 10 88780148 Missense_Mutation G A p.G23R 172 155 0.901 0.949 2 2 0 513 familyEwithEsequenceEsimilarityE25,EmemberEA ENST00000343959.4
Case#3'Baseline'M437 CEP55 10 95259816 Missense_Mutation C T p.S3F 75 71 0.947 0.996 2 2 0 122 centrosomalEproteinE55kDa ENST00000371485.3
Case#3'Baseline'M437 ENTPD1 10 97604267 Missense_Mutation G A p.D150N 96 92 0.958 1.009 2 2 0 173 ectonucleosideEtriphosphateEdiphosphohydrolaseE1 ENST00000371205.4
Case#3'Baseline'M437 PDZD7 10 102783697 Missense_Mutation C T p.G119S 70 27 0.386 0.406 2 2 0 98 PDZEdomainEcontainingE7 ENST00000370215.3
Case#3'Baseline'M437 GSTO2 10 106039185 Missense_Mutation A G p.N142D 90 6 0.067 0.070 2 2 0 125 glutathioneES'transferaseEomegaE2 ENST00000338595.2
Case#3'Baseline'M437 SORCS3 10 106960963 Missense_Mutation G A p.G738E 118 108 0.915 0.963 2 2 0 164 sortilin'relatedEVPS10EdomainEcontainingEreceptorE3 ENST00000369701.3
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Case#3'Baseline'M437 DMBT1 10 124377802 Missense_Mutation G A p.G1592S 237 214 0.903 0.950 2 2 0 474 deletedEinEmalignantEbrainEtumorsE1 ENST00000338354.3
Case#3'Baseline'M437 OR52E6 11 5862653 Missense_Mutation T C p.I159V 122 7 0.057 0.060 2 2 0 213 olfactoryEreceptor,EfamilyE52,EsubfamilyEE,EmemberE6 ENST00000329322.5
Case#3'Baseline'M437 OR52E8 11 5878793 Missense_Mutation C T p.G47E 82 77 0.939 0.988 2 2 0 228 olfactoryEreceptor,EfamilyE52,EsubfamilyEE,EmemberE8 ENST00000537935.1
Case#3'Baseline'M437 ZNF214 11 7022717 Missense_Mutation T C p.Y66C 71 4 0.056 0.059 2 2 0 103 zincEfingerEproteinE214 ENST00000278314.4
Case#3'Baseline'M437 OR4C11 11 55371179 Missense_Mutation C T p.R224K 91 88 0.967 1.018 2 2 0 140 olfactoryEreceptor,EfamilyE4,EsubfamilyEC,EmemberE11 ENST00000302231.4
Case#3'Baseline'M437 OR8K5 11 55926983 Missense_Mutation C T p.D271N 78 75 0.962 1.012 2 2 0 117 olfactoryEreceptor,EfamilyE8,EsubfamilyEK,EmemberE5 ENST00000313447.1
Case#3'Baseline'M437 OR5J2 11 55944743 Missense_Mutation C T p.S217F 123 112 0.911 0.958 2 2 0 243 olfactoryEreceptor,EfamilyE5,EsubfamilyEJ,EmemberE2 ENST00000312298.1
Case#3'Baseline'M437 PLCB3 11 64034876 Nonsense_Mutation C T p.Q1185* 39 36 0.923 0.972 2 2 0 94 phospholipaseEC,EbetaE3E(phosphatidylinositol'specific) ENST00000540288.1
Case#3'Baseline'M437 SPTBN2 11 66461656 Missense_Mutation G T p.A1486D 60 5 0.083 0.088 2 2 0 85 spectrin,Ebeta,Enon'erythrocyticE2 ENST00000533211.1
Case#3'Baseline'M437 SHANK2 11 70333304 Missense_Mutation G A p.P653S 96 88 0.917 0.965 2 2 0 174 SH3EandEmultipleEankyrinErepeatEdomainsE2 ENST00000423696.2
Case#3'Baseline'M437 LRRC32 11 76371798 Missense_Mutation GG AA p.P280F 93 85 0.914 0.962 2 2 0 163 leucineErichErepeatEcontainingE32 ENST00000407242.2
Case#3'Baseline'M437 TENM4 11 78423682 Missense_Mutation C T p.R1300Q 114 64 0.561 0.591 2 2 0 155 teneurinEtransmembraneEproteinE4 ENST00000278550.7
Case#3'Baseline'M437 OR8B3 11 124266391 Missense_Mutation G A p.P286L 82 78 0.951 1.001 2 2 0 134 olfactoryEreceptor,EfamilyE8,EsubfamilyEB,EmemberE3 ENST00000354597.3
Case#3'Baseline'M437 IGSF9B 11 133800880 Splice_Site G A p.I506I 71 4 0.056 0.059 2 2 0 83 immunoglobulinEsuperfamily,EmemberE9B ENST00000321016.8
Case#3'Baseline'M437 CACNA1C 12 2797799 Missense_Mutation C T p.H2039Y 144 130 0.903 0.950 2 2 0 262 calciumEchannel,Evoltage'dependent,ELEtype,EalphaE1CEsubunit ENST00000347598.4
Case#3'Baseline'M437 PRB4 12 11461549 Missense_Mutation G C p.P123R 73 13 0.178 0.187 2 2 0 56 proline'richEproteinEBstNIEsubfamilyE4 ENST00000535904.1
Case#3'Baseline'M437 PRB4 12 11461570 Missense_Mutation G T p.P116H 80 35 0.438 0.461 2 2 0 65 proline'richEproteinEBstNIEsubfamilyE4 ENST00000535904.1
Case#3'Baseline'M437 PRB4 12 11461706 Missense_Mutation G T p.P71T 133 31 0.233 0.245 2 2 0 45 proline'richEproteinEBstNIEsubfamilyE4 ENST00000535904.1
Case#3'Baseline'M437 GRIN2B 12 13717537 Missense_Mutation C T p.E879K 73 69 0.945 0.995 2 2 0 99 glutamateEreceptor,Eionotropic,EN'methylED'aspartateE2B ENST00000609686.1
Case#3'Baseline'M437 TMTC1 12 29904620 Missense_Mutation C T p.R306Q 58 49 0.845 0.889 2 2 0 157 transmembraneEandEtetratricopeptideErepeatEcontainingE1 ENST00000539277.1
Case#3'Baseline'M437 ARID2 12 46243857 Nonsense_Mutation C T p.Q651* 52 51 0.981 1.032 2 2 0 102 ATErichEinteractiveEdomainE2E(ARID,ERFX'like) ENST00000334344.6
Case#3'Baseline'M437 OR10AD1 12 48596927 Missense_Mutation G A p.S50F 124 111 0.895 0.942 2 2 0 212 olfactoryEreceptor,EfamilyE10,EsubfamilyEAD,EmemberE1 ENST00000310248.2
Case#3'Baseline'M437 C12orf54 12 48888594 Missense_Mutation C T p.P86S 105 6 0.057 0.060 2 2 0 135 chromosomeE12EopenEreadingEframeE54 ENST00000548364.1
Case#3'Baseline'M437 OR8S1 12 48919796 Missense_Mutation C T p.R128C 131 13 0.099 0.104 2 2 0 138 olfactoryEreceptor,EfamilyE8,EsubfamilyES,EmemberE1 ENST00000310194.1
Case#3'Baseline'M437 TUBA1B 12 49523385 Missense_Mutation T C p.I42V 150 27 0.180 0.189 2 2 0 316 tubulin,EalphaE1b ENST00000336023.5
Case#3'Baseline'M437 FAM186A 12 50745821 Missense_Mutation TT AG p.E1598A 172 11 0.064 0.066 4 3 1 246 familyEwithEsequenceEsimilarityE186,EmemberEA ENST00000327337.5
Case#3'Baseline'M437 GALNT6 12 51758017 Nonsense_Mutation GG AA p.Q313* 113 107 0.947 0.997 2 2 0 202 polypeptideEN'acetylgalactosaminyltransferaseE6 ENST00000543196.2
Case#3'Baseline'M437 KRT72 12 52992812 Missense_Mutation T C p.N171D 101 8 0.079 0.083 2 2 0 155 keratinE72 ENST00000537672.2
Case#3'Baseline'M437 ORMDL2 12 56214160 Missense_Mutation T C p.F148S 76 74 0.974 1.025 2 2 0 54 ORMDLEsphingolipidEbiosynthesisEregulatorE2 ENST00000243045.5
Case#3'Baseline'M437 HELB 12 66731841 Missense_Mutation C T p.P1075S 53 53 1.000 1.053 2 2 0 62 helicaseE(DNA)EB ENST00000247815.4
Case#3'Baseline'M437 MDM1 12 68707287 Missense_Mutation G A p.P552L 87 5 0.057 0.060 2 2 0 102 Mdm1EnuclearEproteinEhomologE(mouse) ENST00000303145.7
Case#3'Baseline'M437 C12orf42 12 103696182 Missense_Mutation T G p.S263R 58 7 0.121 0.127 2 2 0 145 chromosomeE12EopenEreadingEframeE42 ENST00000378113.2
Case#3'Baseline'M437 STAB2 12 104054483 Missense_Mutation C T p.S604F 80 76 0.950 1.000 2 2 0 132 stabilinE2 ENST00000388887.2
Case#3'Baseline'M437 STAB2 12 104118771 Missense_Mutation G A p.E1568K 65 62 0.954 1.004 2 2 0 110 stabilinE2 ENST00000388887.2
Case#3'Baseline'M437 MVK 12 110013879 Missense_Mutation G A p.S52N 114 7 0.061 0.065 2 2 0 168 mevalonateEkinase ENST00000228510.3
Case#3'Baseline'M437 HNF1A 12 121434359 Missense_Mutation G C p.G375R 93 7 0.075 0.079 2 2 0 143 HNF1EhomeoboxEA ENST00000257555.6
Case#3'Baseline'M437 PARP4 13 25009317 Missense_Mutation GG AA p.P1321L 213 106 0.498 0.511 4 2 2 183 polyE(ADP'ribose)EpolymeraseEfamily,EmemberE4 ENST00000381989.3
Case#3'Baseline'M437 SLC46A3 13 29278221 Missense_Mutation C T p.C387Y 117 31 0.265 0.272 4 2 2 156 soluteEcarrierEfamilyE46,EmemberE3 ENST00000266943.6
Case#3'Baseline'M437 FREM2 13 39262018 Missense_Mutation GG AA p.E180K 204 99 0.485 0.498 4 2 2 277 FRAS1ErelatedEextracellularEmatrixEproteinE2 ENST00000280481.7
Case#3'Baseline'M437 MED4 13 48664557 Splice_Site A ' 154 16 0.104 0.107 4 2 2 139 mediatorEcomplexEsubunitE4 ENST00000258648.2
Case#3'Baseline'M437 LMO7 13 76287354 Nonsense_Mutation C T p.R88* 262 152 0.580 0.595 4 2 2 265 LIMEdomainE7 ENST00000341547.4
Case#3'Baseline'M437 CLYBL 13 100425124 Missense_Mutation T G p.S37A 215 95 0.442 0.453 4 2 2 182 citrateElyaseEbetaElike ENST00000376360.1
Case#3'Baseline'M437 ITGBL1 13 102367919 Missense_Mutation G A p.G467E 162 63 0.389 0.399 4 2 2 80 integrin,Ebeta'likeE1E(withEEGF'likeErepeatEdomains) ENST00000376180.3

Case#3'Baseline'M437 F7 13 113772987 Missense_Mutation G A p.E356K 185 82 0.443 0.455 4 2 2 233 coagulationEfactorEVIIE(serumEprothrombinEconversionEaccelerator) ENST00000375581.3
Case#3'Baseline'M437 CHAMP1 13 115090674 Missense_Mutation CC TT p.P453F 113 54 0.478 NA NA NA NA 154 chromosomeEalignmentEmaintainingEphosphoproteinE1 ENST00000361283.1
Case#3'Baseline'M437 POTEG 14 19574200 Missense_Mutation G A p.M419I 647 84 0.130 0.137 2 1 1 1335 POTEEankyrinEdomainEfamily,EmemberEG ENST00000409832.3
Case#3'Baseline'M437 OR4Q3 14 20215708 Missense_Mutation G A p.G41E 326 59 0.181 0.191 2 1 1 356 olfactoryEreceptor,EfamilyE4,EsubfamilyEQ,EmemberE3 ENST00000331723.1
Case#3'Baseline'M437 OR4M1 14 20248980 Missense_Mutation C T p.P167S 494 74 0.150 0.158 2 1 1 802 olfactoryEreceptor,EfamilyE4,EsubfamilyEM,EmemberE1 ENST00000315957.4
Case#3'Baseline'M437 OR4K2 14 20344897 Missense_Mutation G A p.M157I 313 45 0.144 0.151 2 1 1 463 olfactoryEreceptor,EfamilyE4,EsubfamilyEK,EmemberE2 ENST00000298642.2
Case#3'Baseline'M437 RNASE6 14 21250124 Missense_Mutation G A p.R89Q 110 7 0.064 0.067 2 1 1 161 ribonuclease,ERNaseEAEfamily,Ek6 ENST00000304677.2
Case#3'Baseline'M437 OR5AU1 14 21623343 Missense_Mutation G A p.S281L 125 59 0.472 0.497 2 1 1 201 olfactoryEreceptor,EfamilyE5,EsubfamilyEAU,EmemberE1 ENST00000304418.3
Case#3'Baseline'M437 ZFHX2 14 23994870 Missense_Mutation GG AA p.P1427L 31 13 0.419 0.441 2 1 1 52 zincEfingerEhomeoboxE2 ENST00000419474.3
Case#3'Baseline'M437 DHRS2 14 24109099 Missense_Mutation G A p.D139N 52 16 0.308 0.324 2 1 1 64 dehydrogenase/reductaseE(SDREfamily)EmemberE2 ENST00000250383.6
Case#3'Baseline'M437 DHRS4'AS1 14 24408806 Missense_Mutation G A p.E25K 48 20 0.417 0.439 2 1 1 55 DHRS4EantisenseERNAE1 ENST00000354854.1
Case#3'Baseline'M437 IPO4 14 24655161 Nonsense_Mutation C A p.E359* 71 29 0.408 0.430 2 1 1 132 importinE4 ENST00000354464.6
Case#3'Baseline'M437 RTN1 14 60193697 Missense_Mutation C T p.G569S 82 41 0.500 0.526 2 1 1 133 reticulonE1 ENST00000267484.5
Case#3'Baseline'M437 SYNE2 14 64465727 Missense_Mutation C T p.S1150F 65 29 0.446 0.470 2 1 1 122 spectrinErepeatEcontaining,EnuclearEenvelopeE2 ENST00000344113.4
Case#3'Baseline'M437 PAPLN 14 73716803 Missense_Mutation G A p.C149Y 107 43 0.402 0.423 2 1 1 143 papilin,Eproteoglycan'likeEsulfatedEglycoprotein ENST00000554301.1
Case#3'Baseline'M437 CCDC88C 14 91792319 Missense_Mutation C T p.D378N 71 36 0.507 0.534 2 1 1 76 coiled'coilEdomainEcontainingE88C ENST00000389857.6
Case#3'Baseline'M437 FBLN5 14 92403347 Missense_Mutation G A p.S108F 99 49 0.495 0.521 2 1 1 161 fibulinE5 ENST00000342058.4
Case#3'Baseline'M437 SLC25A47 14 100795139 Missense_Mutation G T p.R135L 97 11 0.113 0.119 2 1 1 262 soluteEcarrierEfamilyE25,EmemberE47 ENST00000361529.3
Case#3'Baseline'M437 EIF5 14 103806121 Missense_Mutation T C p.I351T 121 58 0.479 0.505 2 1 1 189 eukaryoticEtranslationEinitiationEfactorE5 ENST00000216554.3
Case#3'Baseline'M437 AHNAK2 14 105409228 Missense_Mutation G A p.S4187F 146 70 0.479 0.505 2 1 1 239 AHNAKEnucleoproteinE2 ENST00000333244.5
Case#3'Baseline'M437 AHNAK2 14 105420164 Missense_Mutation C T p.E542K 102 44 0.431 0.454 2 1 1 115 AHNAKEnucleoproteinE2 ENST00000333244.5
Case#3'Baseline'M437 MAPKBP1 15 42105918 Missense_Mutation C G p.L313V 59 5 0.085 0.089 2 2 0 113 mitogen'activatedEproteinEkinaseEbindingEproteinE1 ENST00000456763.2
Case#3'Baseline'M437 CAPN3 15 42693849 Missense_Mutation G T p.W455C 85 26 0.306 0.322 2 2 0 130 calpainE3,E(p94) ENST00000397163.3
Case#3'Baseline'M437 CGNL1 15 57731599 Missense_Mutation G A p.G468R 92 87 0.946 0.995 2 2 0 198 cingulin'likeE1 ENST00000281282.5

Case#3'Baseline'M437 HERC1 15 63932569 Missense_Mutation G A p.H3895Y 77 71 0.922 0.971 2 2 0 160
HECTEandERLDEdomainEcontainingEE3EubiquitinEproteinEligaseEfamilyE

memberE1 ENST00000443617.2
Case#3'Baseline'M437 ZNF609 15 64966930 Missense_Mutation C T p.S626F 62 59 0.952 1.002 2 2 0 73 zincEfingerEproteinE609 ENST00000326648.3
Case#3'Baseline'M437 MEGF11 15 66386745 Missense_Mutation G A p.S130F 69 66 0.957 1.007 2 2 0 245 multipleEEGF'like'domainsE11 ENST00000409699.2
Case#3'Baseline'M437 SH2D7 15 78390783 Missense_Mutation G A p.D164N 100 90 0.900 NA NA NA NA 211 SH2EdomainEcontainingE7 ENST00000328828.5
Case#3'Baseline'M437 KIAA1199 15 81239357 Nonsense_Mutation G A p.W1303* 79 74 0.937 0.986 2 2 0 124 ENST00000394685.3
Case#3'Baseline'M437 AKAP13 15 86122395 Missense_Mutation G A p.D366N 86 39 0.453 0.477 2 2 0 124 AEkinaseE(PRKA)EanchorEproteinE13 ENST00000394518.2
Case#3'Baseline'M437 PKD1 16 2164850 Missense_Mutation G A p.A725V 167 93 0.557 0.576 3 2 1 286 polycysticEkidneyEdiseaseE1E(autosomalEdominant) ENST00000262304.4
Case#3'Baseline'M437 PRSS33 16 2835130 Missense_Mutation G A p.P186L 59 22 0.373 0.386 3 2 1 40 protease,Eserine,E33 ENST00000293851.5
Case#3'Baseline'M437 CLDN6 16 3065596 Missense_Mutation T C p.I143V 112 7 0.063 0.065 3 2 1 177 claudinE6 ENST00000396925.1
Case#3'Baseline'M437 RBFOX1 16 7657301 Missense_Mutation C T p.P213S 130 84 0.646 0.669 3 2 1 109 RNAEbindingEprotein,Efox'1EhomologE(C.Eelegans)E1 ENST00000550418.1
Case#3'Baseline'M437 GRIN2A 16 9857865 Missense_Mutation G A p.S1179F 114 31 0.272 0.281 3 2 1 145 glutamateEreceptor,Eionotropic,EN'methylED'aspartateE2A ENST00000396573.2
Case#3'Baseline'M437 CIITA 16 11001583 Missense_Mutation G A p.R745K 96 19 0.198 0.205 3 2 1 134 classEII,EmajorEhistocompatibilityEcomplex,Etransactivator ENST00000324288.8
Case#3'Baseline'M437 ZP2 16 21213516 Missense_Mutation C T p.G399E 104 59 0.567 0.587 3 2 1 115 zonaEpellucidaEglycoproteinE2E(spermEreceptor) ENST00000574002.1
Case#3'Baseline'M437 SETD1A 16 30972725 Missense_Mutation CC TT p.P129S 166 56 0.337 0.349 3 2 1 202 SETEdomainEcontainingE1A ENST00000262519.8
Case#3'Baseline'M437 KAT8 16 31139429 Missense_Mutation C T p.S247F 68 35 0.515 0.533 3 2 1 95 K(lysine)EacetyltransferaseE8 ENST00000543774.2
Case#3'Baseline'M437 ABCC12 16 48120720 Missense_Mutation C T p.D1216N 104 63 0.606 0.627 3 2 1 166 ATP'bindingEcassette,Esub'familyECE(CFTR/MRP),EmemberE12 ENST00000311303.3
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Case#3'Baseline'M437 C16orf80 16 58150028 Missense_Mutation GG AA p.P65S 107 55 0.514 0.532 3 2 1 105 ENST00000262498.3

Case#3'Baseline'M437 SLC12A4 16 67978823 Missense_Mutation GG AA p.L1060F 69 38 0.551 0.570 3 2 1 121
soluteEcarrierEfamilyE12E(potassium/chlorideEtransporter),EmemberE

4 ENST00000316341.3
Case#3'Baseline'M437 FUK 16 70508588 Missense_Mutation G C p.D716H 106 36 0.340 0.352 3 2 1 122 fucokinase ENST00000288078.6
Case#3'Baseline'M437 PHLPP2 16 71715720 Missense_Mutation G A p.T275I 146 85 0.582 0.603 3 2 1 127 PHEdomainEandEleucineErichErepeatEproteinEphosphataseE2 ENST00000568954.1
Case#3'Baseline'M437 ZNF469 16 88502825 Missense_Mutation C T p.R2955W 171 106 0.620 0.642 3 2 1 191 zincEfingerEproteinE469 ENST00000437464.1
Case#3'Baseline'M437 RPH3AL 17 65450 Missense_Mutation CC TT p.A291T 69 62 0.899 0.946 2 2 0 131 rabphilinE3A'likeE(withoutEC2Edomains) ENST00000331302.7
Case#3'Baseline'M437 OR1D5 17 2966391 Missense_Mutation G T p.P171T 312 80 0.256 NA NA NA NA 569 olfactoryEreceptor,EfamilyE1,EsubfamilyED,EmemberE5 ENST00000575751.1
Case#3'Baseline'M437 USP6 17 5072287 Missense_Mutation G A p.E1152K 170 158 0.929 0.978 2 2 0 313 ubiquitinEspecificEpeptidaseE6 ENST00000574788.1
Case#3'Baseline'M437 TP53 17 7578212 Nonsense_Mutation G A p.R213* 102 97 0.951 1.001 2 2 0 129 tumorEproteinEp53 ENST00000269305.4
Case#3'Baseline'M437 WRAP53 17 7606722 Missense_Mutation C G p.A522G 56 5 0.089 0.094 2 2 0 110 WDErepeatEcontaining,EantisenseEtoETP53 ENST00000316024.5
Case#3'Baseline'M437 ALOX15B 17 7951819 Missense_Mutation A G p.Q656R 82 5 0.061 0.064 2 2 0 119 arachidonateE15'lipoxygenase,EtypeEB ENST00000380183.4
Case#3'Baseline'M437 C17orf59 17 8092453 Missense_Mutation G C p.Q336E 70 35 0.500 0.526 2 2 0 204 chromosomeE17EopenEreadingEframeE59 ENST00000389017.4
Case#3'Baseline'M437 DNAH9 17 11631201 Nonsense_Mutation C T p.R1926* 115 107 0.930 0.979 2 2 0 151 dynein,Eaxonemal,EheavyEchainE9 ENST00000262442.4
Case#3'Baseline'M437 MYOCD 17 12649381 Missense_Mutation G A p.D373N 94 85 0.904 0.952 2 2 0 160 myocardin ENST00000343344.4
Case#3'Baseline'M437 TRIM16 17 15539436 Missense_Mutation GG AT p.H254Q 146 130 0.890 0.937 2 1 1 267 tripartiteEmotifEcontainingE16 ENST00000578237.1
Case#3'Baseline'M437 TAOK1 17 27861294 Missense_Mutation CC TT p.R841W 61 58 0.951 1.001 2 2 0 94 TAOEkinaseE1 ENST00000261716.3
Case#3'Baseline'M437 MYO1D 17 31075981 Missense_Mutation C T p.R504Q 79 76 0.962 1.013 2 2 0 124 myosinEID ENST00000318217.5
Case#3'Baseline'M437 KRTAP9'1 17 39346518 Missense_Mutation T C p.I127T 136 15 0.110 0.116 2 2 0 281 keratinEassociatedEproteinE9'1 ENST00000398470.1
Case#3'Baseline'M437 TUBG1 17 40765003 Missense_Mutation C T p.P173L 84 79 0.940 0.990 2 2 0 163 tubulin,EgammaE1 ENST00000251413.3
Case#3'Baseline'M437 EZH1 17 40879733 Missense_Mutation G A p.L56F 39 39 1.000 1.053 2 2 0 91 enhancerEofEzesteE1EpolycombErepressiveEcomplexE2Esubunit ENST00000428826.2
Case#3'Baseline'M437 BRCA1 17 41244936 Missense_Mutation G A p.P871L 129 9 0.070 0.073 2 2 0 128 breastEcancerE1,EearlyEonset ENST00000357654.3
Case#3'Baseline'M437 MED13 17 60059588 Missense_Mutation G A p.S1259L 68 65 0.956 1.006 2 2 0 130 mediatorEcomplexEsubunitE13 ENST00000397786.2
Case#3'Baseline'M437 TLK2 17 60601646 Missense_Mutation C T p.P106L 99 85 0.859 0.904 2 2 0 139 tousled'likeEkinaseE2 ENST00000326270.9
Case#3'Baseline'M437 ABCA8 17 66899001 Missense_Mutation C T p.G833R 115 104 0.904 0.952 2 2 0 208 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE8 ENST00000269080.2
Case#3'Baseline'M437 TTYH2 17 72240177 Missense_Mutation T G p.S265A 48 5 0.104 0.110 2 2 0 68 tweetyEfamilyEmemberE2 ENST00000269346.4

Case#3'Baseline'M437 SLC16A5 17 73096288 Missense_Mutation G A p.G177E 106 96 0.906 0.953 2 2 0 180 soluteEcarrierEfamilyE16E(monocarboxylateEtransporter),EmemberE5 ENST00000450736.2

Case#3'Baseline'M437 MGAT5B 17 74878259 Missense_Mutation G A p.V70I 110 13 0.118 0.124 2 2 0 247
mannosylE(alpha'1,6')'glycoproteinEbeta'1,6'N'acetyl'

glucosaminyltransferase,EisozymeEB ENST00000569840.2
Case#3'Baseline'M437 RP11'1055B8.7 17 79428645 Missense_Mutation C T p.S2319F 124 108 0.871 0.917 2 2 0 292 ENST00000307745.7
Case#3'Baseline'M437 ZNF750 17 80789468 Missense_Mutation G A p.P288L 161 10 0.062 0.065 2 2 0 220 zincEfingerEproteinE750 ENST00000269394.3
Case#3'Baseline'M437 ZBTB14 18 5291177 Missense_Mutation G A p.R344C 144 72 0.500 0.513 4 2 2 122 zincEfingerEandEBTBEdomainEcontainingE14 ENST00000357006.4
Case#3'Baseline'M437 DSG1 18 28926010 Missense_Mutation G A p.R650K 128 33 0.258 0.265 4 3 1 125 desmogleinE1 ENST00000257192.4
Case#3'Baseline'M437 SETBP1 18 42533090 Missense_Mutation G A p.R1262K 100 27 0.270 0.277 4 3 1 133 SETEbindingEproteinE1 ENST00000282030.5
Case#3'Baseline'M437 SLC14A2 18 43221220 Nonsense_Mutation G A p.W346* 210 52 0.248 0.254 4 3 1 151 soluteEcarrierEfamilyE14E(ureaEtransporter),EmemberE2 ENST00000255226.6
Case#3'Baseline'M437 SMAD7 18 46474786 Missense_Mutation G A p.S212F 106 75 0.708 0.726 4 3 1 87 SMADEfamilyEmemberE7 ENST00000262158.2
Case#3'Baseline'M437 DCC 18 51025778 Nonsense_Mutation C T p.R1337* 229 176 0.769 0.789 4 3 1 265 DCCEnetrinE1Ereceptor ENST00000442544.2

Case#3'Baseline'M437 MALT1 18 56412976 Missense_Mutation C T p.P664S 155 120 0.774 0.795 4 3 1 91
mucosaEassociatedElymphoidEtissueElymphomaEtranslocationEgeneE

1 ENST00000348428.3
Case#3'Baseline'M437 SERPINB2 18 61570441 Missense_Mutation G A p.G384R 180 132 0.733 0.753 4 3 1 173 serpinEpeptidaseEinhibitor,EcladeEBE(ovalbumin),EmemberE2 ENST00000299502.4
Case#3'Baseline'M437 TSHZ1 18 73000585 Missense_Mutation G C p.E1075Q 182 49 0.269 0.276 4 3 1 176 teashirtEzincEfingerEhomeoboxE1 ENST00000580243.1
Case#3'Baseline'M437 MIER2 19 326549 Missense_Mutation GG AA p.S181F 131 82 0.626 0.648 3 2 1 133 mesodermEinductionEearlyEresponseE1,EfamilyEmemberE2 ENST00000264819.4
Case#3'Baseline'M437 ZNF77 19 2934701 Missense_Mutation A G p.S142P 173 30 0.173 0.179 3 2 1 140 zincEfingerEproteinE77 ENST00000314531.4
Case#3'Baseline'M437 LRG1 19 4538370 Missense_Mutation C T p.R209K 210 89 0.424 0.439 3 2 1 165 leucine'richEalpha'2'glycoproteinE1 ENST00000306390.6
Case#3'Baseline'M437 SH2D3A 19 6760941 Missense_Mutation G A p.R43C 106 66 0.623 0.644 3 2 1 138 SH2EdomainEcontainingE3A ENST00000245908.6
Case#3'Baseline'M437 MUC16 19 9075262 Missense_Mutation G A p.L4062F 223 142 0.637 0.659 3 2 1 199 mucinE16,EcellEsurfaceEassociated ENST00000397910.4
Case#3'Baseline'M437 OR7G2 19 9213712 Missense_Mutation C T p.D91N 198 125 0.631 0.653 3 2 1 230 olfactoryEreceptor,EfamilyE7,EsubfamilyEG,EmemberE2 ENST00000305456.2
Case#3'Baseline'M437 OR7G1 19 9225341 Missense_Mutation C T p.R312Q 27 12 0.444 0.460 3 2 1 18 olfactoryEreceptor,EfamilyE7,EsubfamilyEG,EmemberE1 ENST00000293614.1
Case#3'Baseline'M437 ZNF559 19 9452789 Missense_Mutation C T p.T221I 134 46 0.343 0.355 3 2 1 142 zincEfingerEproteinE559 ENST00000393883.2
Case#3'Baseline'M437 ZNF812 19 9801529 Missense_Mutation C T p.G217E 193 118 0.611 0.633 3 2 1 175 zincEfingerEproteinE812 ENST00000457674.2
Case#3'Baseline'M437 RDH8 19 10131432 Missense_Mutation G A p.G164R 46 26 0.565 0.585 3 2 1 58 retinolEdehydrogenaseE8E(all'trans) ENST00000171214.1
Case#3'Baseline'M437 RGL3 19 11510969 Missense_Mutation G A p.R497W 53 21 0.396 0.410 3 2 1 33 ralEguanineEnucleotideEdissociationEstimulator'likeE3 ENST00000380456.3
Case#3'Baseline'M437 RAD23A 19 13059521 Missense_Mutation C T p.T165M 126 82 0.651 0.674 3 2 1 108 RAD23EhomologEAE(S.Ecerevisiae) ENST00000586534.1
Case#3'Baseline'M437 ZNF493 19 21607009 Missense_Mutation CT TC p.Y389H 90 19 0.211 0.219 3 2 1 101 zincEfingerEproteinE493 ENST00000355504.4
Case#3'Baseline'M437 ZNF781 19 38160347 Missense_Mutation C G p.G235R 115 8 0.070 0.073 2 2 0 191 zincEfingerEproteinE781 ENST00000590008.1
Case#3'Baseline'M437 PRX 19 40902757 Missense_Mutation T A p.E501V 123 113 0.919 0.967 2 2 0 183 periaxin ENST00000324001.7
Case#3'Baseline'M437 PSG4 19 43699336 Missense_Mutation T C p.K267E 288 32 0.111 0.117 2 2 0 652 pregnancyEspecificEbeta'1'glycoproteinE4 ENST00000405312.3
Case#3'Baseline'M437 KLK5 19 51452217 Missense_Mutation G A p.R164C 70 64 0.914 0.962 2 2 0 70 kallikrein'relatedEpeptidaseE5 ENST00000336334.3
Case#3'Baseline'M437 CD33 19 51728641 Missense_Mutation A G p.R69G 116 7 0.060 0.064 2 2 0 186 CD33Emolecule ENST00000262262.4
Case#3'Baseline'M437 CACNG7 19 54417812 Missense_Mutation GG AA p.V86M 45 43 0.956 1.006 2 2 0 80 calciumEchannel,Evoltage'dependent,EgammaEsubunitE7 ENST00000391767.1

Case#3'Baseline'M437 LILRA6 19 54744887 Missense_Mutation C T p.E259K 352 108 0.307 0.318 3 2 1 623
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE6 ENST00000396365.2

Case#3'Baseline'M437 LILRA4 19 54848803 Missense_Mutation C T p.G274R 111 100 0.901 0.948 2 2 0 263
leukocyteEimmunoglobulin'likeEreceptor,EsubfamilyEAE(withETME

domain),EmemberE4 ENST00000291759.4

Case#3'Baseline'M437 KIR3DL3 19 55239168 Missense_Mutation G T p.R149S 77 6 0.078 0.082 2 2 0 212
killerEcellEimmunoglobulin'likeEreceptor,EthreeEdomains,ElongE

cytoplasmicEtail,E3 ENST00000291860.1

Case#3'Baseline'M437 KIR3DL1 19 55340906 Missense_Mutation G A p.C364Y 15 4 0.267 0.281 2 2 0 44
killerEcellEimmunoglobulin'likeEreceptor,EthreeEdomains,ElongE

cytoplasmicEtail,E1 ENST00000391728.4

Case#3'Baseline'M437 KIR3DL1 19 55341575 Missense_Mutation G C p.E394Q 20 11 0.550 0.579 2 2 0 55
killerEcellEimmunoglobulin'likeEreceptor,EthreeEdomains,ElongE

cytoplasmicEtail,E1 ENST00000391728.4
Case#3'Baseline'M437 NLRP8 19 56466053 Missense_Mutation G A p.G210E 118 107 0.907 0.955 2 2 0 187 NLREfamily,EpyrinEdomainEcontainingE8 ENST00000291971.3
Case#3'Baseline'M437 ZFP28 19 57058998 Missense_Mutation C G p.S141W 99 5 0.051 0.053 2 2 0 160 ZFP28EzincEfingerEprotein ENST00000301318.3
Case#3'Baseline'M437 ZIM3 19 57647454 Missense_Mutation C T p.G84E 98 92 0.939 0.988 2 2 0 136 zincEfinger,EimprintedE3 ENST00000269834.1
Case#3'Baseline'M437 ZNF805 19 57764450 Missense_Mutation G A p.G88E 77 74 0.961 1.012 2 2 0 135 zincEfingerEproteinE805 ENST00000414468.2
Case#3'Baseline'M437 RAD51AP2 2 17699133 Missense_Mutation C T p.D184N 101 64 0.634 0.656 3 2 1 99 RAD51EassociatedEproteinE2 ENST00000399080.2
Case#3'Baseline'M437 HS1BP3 2 20824519 Missense_Mutation G A p.P253S 94 57 0.606 0.628 3 2 1 114 HCLS1EbindingEproteinE3 ENST00000304031.3
Case#3'Baseline'M437 GAREML 2 26410435 Missense_Mutation C T p.A645V 160 55 0.344 0.356 3 2 1 200 GRB2Eassociated,EregulatorEofEMAPK1'like ENST00000401533.2
Case#3'Baseline'M437 CAPN13 2 30987042 Missense_Mutation C T p.A219T 157 99 0.631 0.653 3 2 1 150 calpainE13 ENST00000295055.8
Case#3'Baseline'M437 NLRC4 2 32449780 Missense_Mutation C T p.G946E 83 52 0.627 0.648 3 2 1 104 NLREfamily,ECARDEdomainEcontainingE4 ENST00000404025.2
Case#3'Baseline'M437 TMEM178A 2 39944333 Missense_Mutation C T p.P279L 110 32 0.291 0.301 3 2 1 112 transmembraneEproteinE178A ENST00000281961.2

Case#3'Baseline'M437 SLC3A1 2 44502865 Missense_Mutation C T p.P64L 111 71 0.640 0.662 3 2 1 164
soluteEcarrierEfamilyE3E(aminoEacidEtransporterEheavyEchain),E

memberE1 ENST00000260649.6

Case#3'Baseline'M437 SEMA4F 2 74906438 Missense_Mutation C T p.S560F 257 96 0.374 0.387 3 2 1 148
semaEdomain,EimmunoglobulinEdomainE(Ig),EtransmembraneE
domainE(TM)EandEshortEcytoplasmicEdomain,E(semaphorin)E4F ENST00000357877.2
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Case#3'Baseline'M437 LRRTM4 2 76976028 Missense_Mutation C T p.M522I 88 56 0.636 0.659 3 2 1 140 leucineErichErepeatEtransmembraneEneuronalE4 ENST00000409093.1

Case#3'Baseline'M437 DNAH6 2 84899586 Missense_Mutation A C p.K2197T 107 33 0.308 0.319 3 2 1 97 dynein,Eaxonemal,EheavyEchainE6 ENST00000237449.6

Case#3'Baseline'M437 DNAH6 2 84936603 Missense_Mutation C T p.S3062L 105 67 0.638 0.660 3 2 1 132 dynein,Eaxonemal,EheavyEchainE6 ENST00000237449.6

Case#3'Baseline'M437 ANKRD36C 2 96589416 Missense_Mutation G A p.P688L 210 76 0.362 0.375 3 2 1 259 ankyrinErepeatEdomainE36C ENST00000456556.1

Case#3'Baseline'M437 SNRNP200 2 96952155 Missense_Mutation GG AA p.T1299I 97 27 0.278 0.288 3 2 1 97 smallEnuclearEribonucleoproteinE200kDaE(U5) ENST00000323853.5

Case#3'Baseline'M437 KANSL3 2 97276608 Missense_Mutation G A p.P392S 147 94 0.639 0.662 3 2 1 180 KAT8EregulatoryENSLEcomplexEsubunitE3 ENST00000431828.1

Case#3'Baseline'M437 TSGA10 2 99725886 Missense_Mutation G A p.S6F 137 91 0.664 0.688 3 2 1 90 testisEspecific,E10 ENST00000393483.3

Case#3'Baseline'M437 NPAS2 2 101609910 Missense_Mutation A C p.H738P 71 8 0.113 0.117 3 2 1 120 neuronalEPASEdomainEproteinE2 ENST00000335681.5

Case#3'Baseline'M437 IL18RAP 2 103067316 Missense_Mutation G A p.D407N 104 25 0.240 0.249 3 2 1 93 interleukinE18EreceptorEaccessoryEprotein ENST00000264260.2

Case#3'Baseline'M437 SAP130 2 128712815 Missense_Mutation GG AA p.P714S 75 44 0.587 0.607 3 2 1 84 Sin3A'associatedEprotein,E130kDa ENST00000259235.3

Case#3'Baseline'M437 POTEI 2 131220643 Missense_Mutation C T p.D992N 329 76 0.231 0.239 3 2 1 616 POTEEankyrinEdomainEfamily,EmemberEI ENST00000451531.2

Case#3'Baseline'M437 NCKAP5 2 133542604 Missense_Mutation C T p.E594K 99 54 0.545 0.565 3 2 1 95 NCK'associatedEproteinE5 ENST00000409261.1

Case#3'Baseline'M437 THSD7B 2 138400156 Missense_Mutation C T p.P1300S 71 36 0.507 0.525 3 2 1 99 thrombospondin,EtypeEI,EdomainEcontainingE7B ENST00000409968.1

Case#3'Baseline'M437 CACNB4 2 152728990 Missense_Mutation G A p.S180F 141 38 0.270 0.279 3 2 1 114 calciumEchannel,Evoltage'dependent,EbetaE4Esubunit ENST00000539935.1

Case#3'Baseline'M437 SCN1A 2 166892697 Missense_Mutation A C p.I1097S 173 109 0.630 0.652 3 2 1 220 sodiumEchannel,Evoltage'gated,EtypeEI,EalphaEsubunit ENST00000303395.4

Case#3'Baseline'M437 LRP2 2 169989179 Missense_Mutation C T p.E4545K 125 80 0.640 0.662 3 2 1 121 lowEdensityElipoproteinEreceptor'relatedEproteinE2 ENST00000263816.3

Case#3'Baseline'M437 LRP2 2 170027117 Missense_Mutation C T p.R3775Q 156 49 0.314 0.325 3 2 1 166 lowEdensityElipoproteinEreceptor'relatedEproteinE2 ENST00000263816.3

Case#3'Baseline'M437 TTN 2 179542597 Missense_Mutation C T p.E11031K 148 33 0.223 0.231 3 2 1 161 titin ENST00000591111.1

Case#3'Baseline'M437 TTN 2 179638013 Missense_Mutation C T p.G2560R 139 44 0.317 0.328 3 2 1 115 titin ENST00000591111.1

Case#3'Baseline'M437 ITGA4 2 182347248 Missense_Mutation C T p.S304L 155 99 0.639 0.661 3 2 1 197

integrin,EalphaE4E(antigenECD49D,EalphaE4EsubunitEofEVLA'4E

receptor) ENST00000397033.2

Case#3'Baseline'M437 FSIP2 2 186665668 Missense_Mutation G A p.E3879K 89 27 0.303 0.314 3 2 1 113 fibrousEsheathEinteractingEproteinE2 ENST00000424728.1

Case#3'Baseline'M437 STAT4 2 191894582 Missense_Mutation G A p.P744L 97 25 0.258 0.267 3 2 1 91 signalEtransducerEandEactivatorEofEtranscriptionE4 ENST00000392320.2

Case#3'Baseline'M437 ZNF142 2 219507517 Missense_Mutation G A p.S1241L 170 61 0.359 0.371 3 2 1 181 zincEfingerEproteinE142 ENST00000449707.1

Case#3'Baseline'M437 DOCK10 2 225652038 Missense_Mutation A G p.V1832A 100 6 0.060 0.062 3 2 1 68 dedicatorEofEcytokinesisE10 ENST00000258390.7

Case#3'Baseline'M437 NYAP2 2 226446941 Missense_Mutation G A p.E270K 127 38 0.299 0.310 3 2 1 177

neuronalEtyrosine'phosphorylatedEphosphoinositide'3'kinaseE

adaptorE2 ENST00000272907.6

Case#3'Baseline'M437 COL4A4 2 227954599 Missense_Mutation G A p.P482S 138 9 0.065 0.068 3 2 1 134 collagen,EtypeEIV,EalphaE4 ENST00000396625.3

Case#3'Baseline'M437 COL4A4 2 227954646 Missense_Mutation CC TT p.G466K 111 67 0.604 0.625 3 2 1 98 collagen,EtypeEIV,EalphaE4 ENST00000396625.3

Case#3'Baseline'M437 C2orf83 2 228476118 Missense_Mutation C T p.G149R 129 75 0.581 0.602 3 2 1 156 chromosomeE2EopenEreadingEframeE83 ENST00000264387.4

Case#3'Baseline'M437 HTR2B 2 231973845 Missense_Mutation G A p.P278S 173 114 0.659 0.682 3 2 1 267 5'hydroxytryptamineE(serotonin)EreceptorE2B,EGEprotein'coupled ENST00000258400.3

Case#3'Baseline'M437 SAG 2 234235774 Missense_Mutation G A p.G148E 85 49 0.576 0.597 3 2 1 112 S'antigen;EretinaEandEpinealEglandE(arrestin) ENST00000409110.1

Case#3'Baseline'M437 DEFB129 20 207945 Missense_Mutation C T p.P6S 98 42 0.429 0.444 3 2 1 164 defensin,EbetaE129 ENST00000246105.4

Case#3'Baseline'M437 SIRPB1 20 1552521 Missense_Mutation G A p.P199L 442 164 0.371 0.384 3 2 1 566 signal'regulatoryEproteinEbetaE1 ENST00000381605.4

Case#3'Baseline'M437 TGM3 20 2293636 Missense_Mutation T G p.N211K 94 41 0.436 0.451 3 2 1 93 transglutaminaseE3 ENST00000381458.5

Case#3'Baseline'M437 CDC25B 20 3781454 Missense_Mutation G A p.R175Q 120 41 0.342 0.354 3 2 1 164 cellEdivisionEcycleE25B ENST00000245960.5

Case#3'Baseline'M437 HAO1 20 7921011 Missense_Mutation G A p.P20L 127 49 0.386 0.399 3 2 1 121 hydroxyacidEoxidaseE(glycolateEoxidase)E1 ENST00000378789.3

Case#3'Baseline'M437 THBD 20 23028724 Missense_Mutation G A p.A473V 159 10 0.063 0.065 3 2 1 204 thrombomodulin ENST00000377103.2

Case#3'Baseline'M437 ARHGAP40 20 37272501 Missense_Mutation G A p.G453E 152 84 0.553 0.567 4 2 2 138 RhoEGTPaseEactivatingEproteinE40 ENST00000373345.4

Case#3'Baseline'M437 EMILIN3 20 39989988 Missense_Mutation C T p.D741N 168 43 0.256 0.263 4 2 2 177 elastinEmicrofibrilEinterfacerE3 ENST00000332312.3

Case#3'Baseline'M437 PTPRT 20 40727140 Missense_Mutation G A p.T1256I 290 122 0.421 0.432 4 2 2 246 proteinEtyrosineEphosphatase,EreceptorEtype,ET ENST00000373187.1

Case#3'Baseline'M437 L3MBTL1 20 42162925 Splice_Site G A p.R512Q 137 54 0.394 0.405 4 2 2 147 l(3)mbt'likeE1E(Drosophila) ENST00000427442.2

Case#3'Baseline'M437 SEMG1 20 43837235 Missense_Mutation G A p.G433R 176 90 0.511 0.525 4 2 2 142 semenogelinEI ENST00000372781.3

Case#3'Baseline'M437 ELMO2 20 45014770 Missense_Mutation G A p.L224F 139 63 0.453 0.465 4 2 2 96 engulfmentEandEcellEmotilityE2 ENST00000290246.6

Case#3'Baseline'M437 OCSTAMP 20 45174451 Missense_Mutation C T p.E188K 112 55 0.491 0.504 4 2 2 144 osteoclastEstimulatoryEtransmembraneEprotein ENST00000279028.2

Case#3'Baseline'M437 ZNF831 20 57829425 Missense_Mutation C T p.S1554L 103 47 0.456 0.468 4 2 2 96 zincEfingerEproteinE831 ENST00000371030.2

Case#3'Baseline'M437 ADRM1 20 60882680 Missense_Mutation CC TT p.P218L 115 63 0.548 0.562 4 2 2 82 adhesionEregulatingEmoleculeE1 ENST00000253003.2

Case#3'Baseline'M437 GATA5 20 61041528 Missense_Mutation C T p.G260E 190 58 0.305 0.313 4 2 2 209 GATAEbindingEproteinE5 ENST00000252997.2

Case#3'Baseline'M437 KCNQ2 20 62055543 Missense_Mutation CC TT p.E412K 151 71 0.470 0.483 4 2 2 107 potassiumEvoltage'gatedEchannel,EKQT'likeEsubfamily,EmemberE2 ENST00000359125.2

Case#3'Baseline'M437 LIPI 21 15537711 Splice_Site C T p.G245E 50 20 0.400 0.421 2 1 1 65 lipase,EmemberEI ENST00000536861.1

Case#3'Baseline'M437 LTN1 21 30365209 Missense_Mutation G A p.S19F 64 18 0.281 0.296 2 1 1 113 listerinEE3EubiquitinEproteinEligaseE1 ENST00000389195.2

Case#3'Baseline'M437 SYNJ1 21 34045776 Nonsense_Mutation G A p.R534* 92 32 0.348 0.366 2 1 1 102 synaptojaninE1 ENST00000322229.7

Case#3'Baseline'M437 RRP1B 21 45113233 Missense_Mutation G A p.R749K 61 23 0.377 0.397 2 1 1 175 ribosomalERNAEprocessingE1B ENST00000340648.4

Case#3'Baseline'M437 DNMT3L 21 45679432 Splice_Site C T p.D78N 91 36 0.396 0.416 2 1 1 152 DNAE(cytosine'5')'methyltransferaseE3'like ENST00000418993.1

Case#3'Baseline'M437 KRTAP10'4 21 45993684 Missense_Mutation C T p.P17S 97 32 0.330 0.347 2 1 1 317 keratinEassociatedEproteinE10'4 ENST00000400374.3

Case#3'Baseline'M437 ITGB2 21 46309893 Splice_Site C T p.G553R 143 63 0.441 0.464 2 1 1 276

integrin,EbetaE2E(complementEcomponentE3EreceptorE3EandE4E

subunit) ENST00000397850.2

Case#3'Baseline'M437 POTEH 22 16275210 Missense_Mutation G A p.P412S 407 69 0.170 0.175 3 2 1 577 POTEEankyrinEdomainEfamily,EmemberEH ENST00000343518.6

Case#3'Baseline'M437 OR11H1 22 16449062 Missense_Mutation CC TT p.G248K 286 142 0.497 0.514 3 2 1 459 olfactoryEreceptor,EfamilyE11,EsubfamilyEH,EmemberE1 ENST00000252835.4

Case#3'Baseline'M437 CCT8L2 22 17073167 Missense_Mutation C T p.E92K 181 47 0.260 0.269 3 2 1 232 chaperoninEcontainingETCP1,EsubunitE8E(theta)'likeE2 ENST00000359963.3

Case#3'Baseline'M437 ZNF74 22 20760975 Missense_Mutation C T p.S551F 163 49 0.301 0.311 3 2 1 190 zincEfingerEproteinE74 ENST00000400451.2

Case#3'Baseline'M437 CCDC116 22 21989439 Missense_Mutation T A p.Y363N 129 81 0.628 0.650 3 2 1 234 coiled'coilEdomainEcontainingE116 ENST00000292779.3

Case#3'Baseline'M437 C22orf43 22 23959845 Splice_Site C T 230 73 0.317 0.329 3 2 1 260 ENST00000317749.5

Case#3'Baseline'M437 MYO18B 22 26388328 Splice_Site GG AA p.E2054K 176 45 0.256 0.265 3 2 1 181 myosinEXVIIIB ENST00000407587.2

Case#3'Baseline'M437 HPS4 22 26854495 Missense_Mutation C T p.E588K 48 35 0.729 0.755 3 2 1 56 Hermansky'PudlakEsyndromeE4 ENST00000398145.2

Case#3'Baseline'M437 SEC14L3 22 30860830 Missense_Mutation C T p.R214H 154 8 0.052 0.054 3 2 1 157 SEC14'likeE3E(S.Ecerevisiae) ENST00000215812.4

Case#3'Baseline'M437 C22orf42 22 32555199 Missense_Mutation C T p.G2R 101 32 0.317 0.328 3 2 1 102 chromosomeE22EopenEreadingEframeE42 ENST00000382097.3

Case#3'Baseline'M437 CSF2RB 22 37328885 Missense_Mutation G A p.R364Q 127 39 0.307 0.318 3 2 1 136

colonyEstimulatingEfactorE2Ereceptor,Ebeta,Elow'affinityE

(granulocyte'macrophage) ENST00000403662.3

Case#3'Baseline'M437 MGAT3 22 39883568 Missense_Mutation CC AT p.P73S 65 36 0.554 0.573 3 2 1 107

mannosylE(beta'1,4')'glycoproteinEbeta'1,4'N'

acetylglucosaminyltransferase ENST00000341184.6

Case#3'Baseline'M437 MKL1 22 40814500 Missense_Mutation T C p.S648G 72 5 0.069 0.072 3 2 1 78 megakaryoblasticEleukemiaE(translocation)E1 ENST00000355630.3

Case#3'Baseline'M437 SCUBE1 22 43634939 Nonsense_Mutation CC TA p.G250* 155 96 0.619 0.641 3 2 1 215 signalEpeptide,ECUBEdomain,EEGF'likeE1 ENST00000360835.4

Case#3'Baseline'M437 ALG12 22 50297882 Missense_Mutation C A p.V395L 226 135 0.597 0.618 3 2 1 346 ALG12,Ealpha'1,6'mannosyltransferase ENST00000330817.6

Case#3'Baseline'M437 PLCL2 3 17052750 Nonsense_Mutation C T p.Q512* 93 47 0.505 0.532 2 1 1 134 phospholipaseEC'likeE2 ENST00000418129.2

Case#3'Baseline'M437 TRANK1 3 36874140 Missense_Mutation G A p.H2268Y 76 37 0.487 0.512 2 1 1 105 tetratricopeptideErepeatEandEankyrinErepeatEcontainingE1 ENST00000429976.2

Case#3'Baseline'M437 ITGA9 3 37818898 Missense_Mutation G A p.G853R 98 55 0.561 0.591 2 1 1 154 integrin,EalphaE9 ENST00000264741.5

Case#3'Baseline'M437 SLC22A13 3 38307716 Missense_Mutation C T p.S122F 32 8 0.250 0.263 2 1 1 66

soluteEcarrierEfamilyE22E(organicEanion/urateEtransporter),EmemberE

13 ENST00000311856.4

Case#3'Baseline'M437 MYRIP 3 40231388 Nonsense_Mutation C T p.R367* 54 22 0.407 0.429 2 1 1 92 myosinEVIIAEandERabEinteractingEprotein ENST00000302541.6

Case#3'Baseline'M437 ULK4 3 41607542 Missense_Mutation G A p.S1067L 118 54 0.458 0.482 2 1 1 158 unc'51ElikeEkinaseE4 ENST00000301831.4

Case#3'Baseline'M437 HIGD1A 3 42835700 Nonsense_Mutation G A p.Q16* 98 47 0.480 0.505 2 1 1 153 HIG1EhypoxiaEinducibleEdomainEfamily,EmemberE1A ENST00000321331.7

Case#3'Baseline'M437 CCR9 3 45942593 Missense_Mutation G A p.A105T 163 85 0.521 0.549 2 1 1 297 chemokineE(C'CEmotif)EreceptorE9 ENST00000357632.2

Case#3'Baseline'M437 NBEAL2 3 47046766 Missense_Mutation GC AA p.R2172Q 90 47 0.522 0.550 2 1 1 176 neurobeachin'likeE2 ENST00000450053.3

Case#3'Baseline'M437 ELP6 3 47537655 Missense_Mutation GG AA p.P235L 78 31 0.397 0.418 2 1 1 125 elongatorEacetyltransferaseEcomplexEsubunitE6 ENST00000296149.4

 81 



Case#3'Baseline'M437 FBXW12 3 48420005 Missense_Mutation C T p.P202S 122 59 0.484 0.509 2 1 1 115 F'boxEandEWDErepeatEdomainEcontainingE12 ENST00000296438.5
Case#3'Baseline'M437 TMEM89 3 48658426 Nonsense_Mutation C T p.W110* 127 45 0.354 0.373 2 1 1 132 transmembraneEproteinE89 ENST00000330862.3
Case#3'Baseline'M437 FAM3D 3 58639419 Missense_Mutation G A p.R35C 80 44 0.550 0.579 2 1 1 136 familyEwithEsequenceEsimilarityE3,EmemberED ENST00000358781.2
Case#3'Baseline'M437 PTPRG 3 62189189 Missense_Mutation G A p.G574S 52 4 0.077 0.081 2 1 1 183 proteinEtyrosineEphosphatase,EreceptorEtype,EG ENST00000474889.1
Case#3'Baseline'M437 ROBO1 3 78719412 Missense_Mutation G A p.P461L 82 45 0.549 0.578 2 1 1 165 roundabout,EaxonEguidanceEreceptor,EhomologE1E(Drosophila) ENST00000464233.1
Case#3'Baseline'M437 EPHA3 3 89521664 Missense_Mutation G A p.R914H 82 6 0.073 0.077 2 1 1 199 EPHEreceptorEA3 ENST00000336596.2
Case#3'Baseline'M437 OR5K4 3 98072744 Missense_Mutation G A p.G16E 165 58 0.352 0.364 3 2 1 113 olfactoryEreceptor,EfamilyE5,EsubfamilyEK,EmemberE4 ENST00000354924.2
Case#3'Baseline'M437 WDR52 3 113120468 Missense_Mutation TT AA p.K430L 120 39 0.325 0.336 3 2 1 123 ENST00000295868.2
Case#3'Baseline'M437 SIDT1 3 113342480 Missense_Mutation C T p.S736F 98 62 0.633 0.655 3 2 1 84 SID1EtransmembraneEfamily,EmemberE1 ENST00000264852.4

Case#3'Baseline'M437 SEMA5B 3 122629695 Missense_Mutation C T p.E1097K 33 20 0.606 0.627 3 2 1 38

semaEdomain,EsevenEthrombospondinErepeatsE(typeE1EandEtypeE1'
like),EtransmembraneEdomainE(TM)EandEshortEcytoplasmicEdomain,E

(semaphorin)E5B ENST00000357599.3
Case#3'Baseline'M437 MCM2 3 127335939 Missense_Mutation GT TA p.C584L 151 87 0.576 0.596 3 2 1 114 minichromosomeEmaintenanceEcomplexEcomponentE2 ENST00000265056.7
Case#3'Baseline'M437 PODXL2 3 127387359 Missense_Mutation C T p.H428Y 108 39 0.361 0.374 3 2 1 96 podocalyxin'likeE2 ENST00000342480.6
Case#3'Baseline'M437 DNAJB8 3 128181545 Missense_Mutation C T p.V182M 215 133 0.619 0.640 3 2 1 231 DnaJE(Hsp40)Ehomolog,EsubfamilyEB,EmemberE8 ENST00000469083.1
Case#3'Baseline'M437 HMCES 3 129020881 Missense_Mutation C T p.H242Y 171 100 0.585 0.605 3 2 1 173 5'hydroxymethylcytosineE(hmC)Ebinding,EESEcell'specific ENST00000383463.4
Case#3'Baseline'M437 MBD4 3 129155946 Nonsense_Mutation G A p.R181* 126 71 0.563 0.583 3 2 1 89 methyl'CpGEbindingEdomainEproteinE4 ENST00000249910.1
Case#3'Baseline'M437 SI 3 164785192 Missense_Mutation C T p.D191N 148 82 0.554 0.573 3 2 1 190 sucrase'isomaltaseE(alpha'glucosidase) ENST00000264382.3
Case#3'Baseline'M437 MYNN 3 169496854 Missense_Mutation C T p.P189S 107 63 0.589 0.609 3 2 1 147 myoneurin ENST00000349841.5
Case#3'Baseline'M437 EHHADH 3 184922263 Missense_Mutation G A p.P284L 140 49 0.350 0.362 3 2 1 136 enoyl'CoA,Ehydratase/3'hydroxyacylECoAEdehydrogenase ENST00000231887.3
Case#3'Baseline'M437 ATP13A4 3 193171893 Missense_Mutation G A p.T675M 179 105 0.587 0.607 3 2 1 176 ATPaseEtypeE13A4 ENST00000342695.4
Case#3'Baseline'M437 NOP14 4 2943361 Missense_Mutation T C p.Q716R 56 5 0.089 0.094 2 2 0 116 NOP14EnucleolarEprotein ENST00000314262.6
Case#3'Baseline'M437 GRK4 4 2990499 Missense_Mutation G T p.R65L 123 9 0.073 0.077 2 2 0 153 GEprotein'coupledEreceptorEkinaseE4 ENST00000398052.4
Case#3'Baseline'M437 NCAPG 4 17818885 Splice_Site T C p.D259D 71 6 0.085 0.089 2 2 0 111 non'SMCEcondensinEIEcomplex,EsubunitEG ENST00000251496.2
Case#3'Baseline'M437 KCTD8 4 44177097 Missense_Mutation G T p.Q378K 110 103 0.936 0.986 2 2 0 123 potassiumEchannelEtetramerizationEdomainEcontainingE8 ENST00000360029.3
Case#3'Baseline'M437 CWH43 4 49063872 Missense_Mutation C A p.H689N 130 7 0.054 NA NA NA NA 155 cellEwallEbiogenesisE43EC'terminalEhomologE(S.Ecerevisiae) ENST00000226432.4

Case#3'Baseline'M437 UGT2A1 4 70455302 Missense_Mutation C T p.A458T 177 9 0.051 0.054 2 2 0 344
UDPEglucuronosyltransferaseE2Efamily,EpolypeptideEA1,EcomplexE

locus ENST00000503640.1
Case#3'Baseline'M437 ANKRD17 4 74124097 Missense_Mutation C A p.G97C 88 45 0.511 0.538 2 2 0 197 ankyrinErepeatEdomainE17 ENST00000358602.4
Case#3'Baseline'M437 ALB 4 74275082 Missense_Mutation G A p.E15K 75 72 0.960 1.011 2 2 0 92 albumin ENST00000503124.1
Case#3'Baseline'M437 SHROOM3 4 77675505 Missense_Mutation C T p.P1290L 59 6 0.102 0.107 2 2 0 78 shroomEfamilyEmemberE3 ENST00000296043.6
Case#3'Baseline'M437 FRAS1 4 78987156 Missense_Mutation G A p.D32N 122 118 0.967 1.018 2 2 0 140 FraserEextracellularEmatrixEcomplexEsubunitE1 ENST00000325942.6
Case#3'Baseline'M437 FRAS1 4 79284694 Missense_Mutation C T p.A817V 61 5 0.082 0.086 2 2 0 104 FraserEextracellularEmatrixEcomplexEsubunitE1 ENST00000325942.6
Case#3'Baseline'M437 FAM13A 4 89950703 Missense_Mutation C A p.G42V 90 85 0.944 0.994 2 2 0 120 familyEwithEsequenceEsimilarityE13,EmemberEA ENST00000264344.5
Case#3'Baseline'M437 RP11'766F14.2 4 100570579 Missense_Mutation G A p.P1743S 84 78 0.929 0.977 2 2 0 134 ENST00000511828.1
Case#3'Baseline'M437 SCOC 4 141294756 Missense_Mutation C G p.F22L 88 6 0.068 0.072 2 2 0 154 shortEcoiled'coilEprotein ENST00000608372.1
Case#3'Baseline'M437 DCHS2 4 155219419 Missense_Mutation C T p.G1561D 104 100 0.962 1.012 2 2 0 150 dachsousEcadherin'relatedE2 ENST00000357232.4
Case#3'Baseline'M437 NPY1R 4 164247381 Missense_Mutation C T p.G109D 95 6 0.063 0.066 2 2 0 165 neuropeptideEYEreceptorEY1 ENST00000296533.2
Case#3'Baseline'M437 TLR3 4 187004899 Missense_Mutation C T p.P687S 89 82 0.921 0.970 2 2 0 117 toll'likeEreceptorE3 ENST00000296795.3

Case#3'Baseline'M437 PLEKHG4B 5 163077 Missense_Mutation G A p.D608N 140 94 0.671 0.695 3 2 1 218
pleckstrinEhomologyEdomainEcontaining,EfamilyEGE(withERhoGefE

domain)EmemberE4B ENST00000283426.6
Case#3'Baseline'M437 DROSHA 5 31508735 Missense_Mutation G A p.P527L 125 82 0.656 0.679 3 2 1 163 drosha,EribonucleaseEtypeEIII ENST00000511367.2
Case#3'Baseline'M437 RXFP3 5 33937020 Missense_Mutation G A p.G59S 117 27 0.231 0.239 3 2 1 142 relaxin/insulin'likeEfamilyEpeptideEreceptorE3 ENST00000330120.3
Case#3'Baseline'M437 AGXT2 5 35047922 Missense_Mutation G A p.P26S 94 58 0.617 0.639 3 2 1 143 alanine''glyoxylateEaminotransferaseE2 ENST00000231420.6
Case#3'Baseline'M437 LMBRD2 5 36117895 Missense_Mutation G A p.S415F 89 58 0.652 0.675 3 2 1 110 LMBR1EdomainEcontainingE2 ENST00000296603.4
Case#3'Baseline'M437 MROH2B 5 41009457 Missense_Mutation CC TT p.G1115E 108 29 0.269 0.278 3 2 1 143 maestroEheat'likeErepeatEfamilyEmemberE2B ENST00000399564.4

Case#3'Baseline'M437 BDP1 5 70751818 Missense_Mutation T G p.D38E 45 6 0.133 0.138 3 2 1 44
BEdoubleEprimeE1,EsubunitEofERNAEpolymeraseEIIIEtranscriptionE

initiationEfactorEIIIB ENST00000358731.4
Case#3'Baseline'M437 TMEM171 5 72419456 Missense_Mutation C G p.R86G 87 9 0.103 0.107 3 2 1 95 transmembraneEproteinE171 ENST00000454765.2
Case#3'Baseline'M437 ANKRA2 5 72850174 Missense_Mutation G A p.H260Y 151 93 0.616 0.638 3 2 1 177 ankyrinErepeat,EfamilyEAE(RFXANK'like),E2 ENST00000296785.3
Case#3'Baseline'M437 MEGF10 5 126769142 Frame_Shift_Del C ' p.S594fs 114 30 0.263 0.272 3 2 1 110 multipleEEGF'like'domainsE10 ENST00000274473.6
Case#3'Baseline'M437 AFF4 5 132223577 Missense_Mutation G A p.S965F 77 22 0.286 0.296 3 2 1 103 AF4/FMR2Efamily,EmemberE4 ENST00000265343.5
Case#3'Baseline'M437 PCDHB3 5 140482430 Missense_Mutation C T p.P733S 216 62 0.287 0.297 3 2 1 310 protocadherinEbetaE3 ENST00000231130.2
Case#3'Baseline'M437 PCDHB17 5 140536603 Missense_Mutation G A p.D343N 112 69 0.616 0.638 3 2 1 104 protocadherinEbetaE17Epseudogene ENST00000539533.1
Case#3'Baseline'M437 PCDHB11 5 140581458 Missense_Mutation C T p.S704L 192 111 0.578 0.598 3 2 1 336 protocadherinEbetaE11 ENST00000354757.3
Case#3'Baseline'M437 FAT2 5 150948044 Missense_Mutation G A p.P150L 150 49 0.327 0.338 3 2 1 107 FATEatypicalEcadherinE2 ENST00000261800.5
Case#3'Baseline'M437 GLRA1 5 151239530 Missense_Mutation C T p.D98N 169 95 0.562 0.582 3 2 1 199 glycineEreceptor,EalphaE1 ENST00000455880.2
Case#3'Baseline'M437 GRIA1 5 153190585 Splice_Site G A p.G841S 144 75 0.521 0.539 3 2 1 165 glutamateEreceptor,Eionotropic,EAMPAE1 ENST00000285900.5
Case#3'Baseline'M437 GEMIN5 5 154311745 Missense_Mutation C T p.R192Q 102 56 0.549 0.568 3 2 1 100 gemE(nuclearEorganelle)EassociatedEproteinE5 ENST00000285873.7
Case#3'Baseline'M437 HAVCR1 5 156479444 Frame_Shift_Del TTG ' p.Q201fs 290 19 0.066 0.068 3 2 1 434 hepatitisEAEvirusEcellularEreceptorE1 ENST00000339252.3
Case#3'Baseline'M437 COL23A1 5 177666176 Missense_Mutation G A p.P529L 89 71 0.798 0.826 3 2 1 136 collagen,EtypeEXXIII,EalphaE1 ENST00000390654.3
Case#3'Baseline'M437 OR2Y1 5 180166561 Missense_Mutation C G p.M166I 70 11 0.157 0.163 3 2 1 153 olfactoryEreceptor,EfamilyE2,EsubfamilyEY,EmemberE1 ENST00000307832.2
Case#3'Baseline'M437 BTNL9 5 180474965 Missense_Mutation C T p.L50F 106 35 0.330 0.342 3 2 1 112 butyrophilin'likeE9 ENST00000327705.9
Case#3'Baseline'M437 TRIM41 5 180651693 Missense_Mutation G A p.E232K 77 55 0.714 0.739 3 2 1 116 tripartiteEmotifEcontainingE41 ENST00000315073.5
Case#3'Baseline'M437 DSP 6 7580550 Missense_Mutation CC TT p.T1376I 108 48 0.444 0.456 4 2 2 169 desmoplakin ENST00000379802.3
Case#3'Baseline'M437 IP6K3 6 33690912 Missense_Mutation C T p.R273K 122 59 0.484 0.496 4 2 2 91 inositolEhexakisphosphateEkinaseE3 ENST00000293756.4
Case#3'Baseline'M437 TULP1 6 35467812 Missense_Mutation C T p.G481S 131 63 0.481 0.494 4 2 2 115 tubbyElikeEproteinE1 ENST00000229771.6
Case#3'Baseline'M437 CUL9 6 43152092 Missense_Mutation G A p.G15E 120 59 0.492 0.505 4 2 2 87 cullinE9 ENST00000252050.4
Case#3'Baseline'M437 CRIP3 6 43273795 Missense_Mutation GG AA p.P188F 126 63 0.500 0.513 4 2 2 88 cysteine'richEproteinE3 ENST00000274990.4
Case#3'Baseline'M437 TMEM63B 6 44117624 Missense_Mutation C T p.T481I 161 83 0.516 0.529 4 2 2 130 transmembraneEproteinE63B ENST00000259746.9

Case#3'Baseline'M437 NFKBIE 6 44227856 Missense_Mutation G A p.S454F 125 72 0.576 0.591 4 2 2 149
nuclearEfactorEofEkappaElightEpolypeptideEgeneEenhancerEinEB'cellsE

inhibitor,Eepsilon ENST00000275015.5
Case#3'Baseline'M437 TCTE1 6 44250280 Missense_Mutation C T p.R288Q 56 26 0.464 0.477 4 2 2 53 t'complex'associated'testis'expressedE1 ENST00000371505.4
Case#3'Baseline'M437 GPR115 6 47681990 Missense_Mutation G A p.E337K 115 66 0.574 0.589 4 2 2 103 GEprotein'coupledEreceptorE115 ENST00000283303.2
Case#3'Baseline'M437 PGK2 6 49754689 Missense_Mutation G A p.P71L 215 94 0.437 0.449 4 2 2 207 phosphoglycerateEkinaseE2 ENST00000304801.3
Case#3'Baseline'M437 FAM83B 6 54804992 Missense_Mutation G A p.R408K 97 42 0.433 0.444 4 2 2 105 familyEwithEsequenceEsimilarityE83,EmemberEB ENST00000306858.7
Case#3'Baseline'M437 COL9A1 6 70963105 Missense_Mutation C T p.G583S 76 73 0.961 1.011 2 2 0 33 collagen,EtypeEIX,EalphaE1 ENST00000357250.6
Case#3'Baseline'M437 IMPG1 6 76660307 Missense_Mutation C T p.R599Q 78 77 0.987 1.039 2 2 0 125 interphotoreceptorEmatrixEproteoglycanE1 ENST00000369950.3
Case#3'Baseline'M437 FAM162B 6 117086378 Missense_Mutation C A p.Q71H 116 6 0.052 0.054 2 2 0 192 familyEwithEsequenceEsimilarityE162,EmemberEB ENST00000368557.4
Case#3'Baseline'M437 TRDN 6 123658781 Missense_Mutation G A p.S468L 49 48 0.980 1.031 2 2 0 43 triadin ENST00000398178.3
Case#3'Baseline'M437 ENPP1 6 132196928 Missense_Mutation G A p.G550S 85 82 0.965 1.015 2 2 0 123 ectonucleotideEpyrophosphatase/phosphodiesteraseE1 ENST00000360971.2
Case#3'Baseline'M437 LPA 6 161020680 Missense_Mutation C T p.E1047K 200 185 0.925 0.974 2 2 0 371 lipoprotein,ELp(a) ENST00000316300.5
Case#3'Baseline'M437 LFNG 7 2552914 Nonsense_Mutation G A p.W57* 199 106 0.533 0.547 4 2 2 184 LFNGEO'fucosylpeptideE3'beta'N'acetylglucosaminyltransferase ENST00000402506.1
Case#3'Baseline'M437 FOXK1 7 4798947 Missense_Mutation C T p.P473S 64 14 0.219 0.225 4 2 2 34 forkheadEboxEK1 ENST00000328914.4
Case#3'Baseline'M437 ETV1 7 13978809 Missense_Mutation T C p.S100G 96 5 0.052 0.053 4 2 2 87 etsEvariantE1 ENST00000430479.1
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Case#3'Baseline'M437 ABCA13 7 48313481 Missense_Mutation G C p.L1406F 164 16 0.098 0.100 4 2 2 120 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1
Case#3'Baseline'M437 ABCA13 7 48550794 Splice_Site GG AA p.G4547K 204 96 0.471 0.483 4 2 2 140 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1
Case#3'Baseline'M437 ABCA13 7 48626876 Missense_Mutation C T p.L4878F 97 42 0.433 0.444 4 2 2 98 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1
Case#3'Baseline'M437 ABCA13 7 48634326 Missense_Mutation G A p.M4887I 214 104 0.486 0.499 4 2 2 161 ATP'bindingEcassette,Esub'familyEAE(ABC1),EmemberE13 ENST00000435803.1
Case#3'Baseline'M437 IKZF1 7 50450237 Splice_Site G A 156 66 0.423 0.434 4 2 2 184 IKAROSEfamilyEzincEfingerE1E(Ikaros) ENST00000331340.3
Case#3'Baseline'M437 GRB10 7 50737450 Missense_Mutation G A p.S158F 143 69 0.483 0.495 4 2 2 222 growthEfactorEreceptor'boundEproteinE10 ENST00000401949.1
Case#3'Baseline'M437 ZNF117 7 64439738 Nonsense_Mutation G A p.Q71* 201 97 0.483 NA NA NA NA 147 zincEfingerEproteinE117 ENST00000282869.6
Case#3'Baseline'M437 LIMK1 7 73521416 Missense_Mutation C T p.R320C 250 110 0.440 0.452 4 2 2 312 LIMEdomainEkinaseE1 ENST00000336180.2

Case#3'Baseline'M437 SEMA3C 7 80434967 Missense_Mutation T C p.K216E 249 61 0.245 0.251 4 2 2 180
semaEdomain,EimmunoglobulinEdomainE(Ig),EshortEbasicEdomain,E

secreted,E(semaphorin)E3C ENST00000265361.3
Case#3'Baseline'M437 FZD1 7 90894449 Missense_Mutation C T p.P85L 21 8 0.381 0.391 4 2 2 34 frizzledEclassEreceptorE1 ENST00000287934.2
Case#3'Baseline'M437 AZGP1 7 99564848 Nonsense_Mutation G T p.C225* 183 43 0.235 0.241 4 2 2 175 alpha'2'glycoproteinE1,Ezinc'binding ENST00000292401.4
Case#3'Baseline'M437 PRKRIP1 7 102040046 Missense_Mutation G A p.R86H 89 42 0.472 0.488 3 2 1 67 PRKREinteractingEproteinE1E(IL11Einducible) ENST00000496391.1
Case#3'Baseline'M437 MET 7 116418969 Missense_Mutation G A p.M1178I 162 78 0.481 0.494 4 2 2 135 METEproto'oncogene,EreceptorEtyrosineEkinase ENST00000318493.6

Case#3'Baseline'M437 CFTR 7 117144383 Missense_Mutation G A p.D44N 95 39 0.411 0.421 4 2 2 57
cysticEfibrosisEtransmembraneEconductanceEregulatorE(ATP'bindingE

cassetteEsub'familyEC,EmemberE7) ENST00000003084.6
Case#3'Baseline'M437 FLNC 7 128486089 Missense_Mutation C T p.S1279F 146 71 0.486 0.499 4 2 2 144 filaminEC,Egamma ENST00000325888.8
Case#3'Baseline'M437 CPA4 7 129950718 Nonsense_Mutation CC TT p.Q296* 207 96 0.464 0.476 4 2 2 183 carboxypeptidaseEA4 ENST00000222482.4
Case#3'Baseline'M437 MGAM 7 141750536 Missense_Mutation G A p.D893N 217 92 0.424 0.435 4 2 2 199 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2
Case#3'Baseline'M437 MGAM 7 141754666 Missense_Mutation C T p.P1091L 341 173 0.507 0.521 4 2 2 293 maltase'glucoamylaseE(alpha'glucosidase) ENST00000549489.2
Case#3'Baseline'M437 RP11'1220K2.2 7 141884914 Missense_Mutation C T p.S1321F 227 109 0.480 0.493 4 2 2 136 ENST00000477922.3
Case#3'Baseline'M437 KEL 7 142655488 Missense_Mutation G A p.S143F 146 64 0.438 0.450 4 2 2 111 KellEbloodEgroup,Emetallo'endopeptidase ENST00000355265.2
Case#3'Baseline'M437 CSMD1 8 3205615 Missense_Mutation C T p.D1126N 85 49 0.576 0.597 3 2 1 63 CUBEandESushiEmultipleEdomainsE1 ENST00000520002.1
Case#3'Baseline'M437 RP1L1 8 10464515 Missense_Mutation C T p.G2365R 84 54 0.643 0.665 3 2 1 89 retinitisEpigmentosaE1'likeE1 ENST00000382483.3
Case#3'Baseline'M437 TACC1 8 38677979 Missense_Mutation C T p.S406F 114 44 0.386 0.400 3 2 1 168 transforming,EacidicEcoiled'coilEcontainingEproteinE1 ENST00000317827.4
Case#3'Baseline'M437 RP1 8 55533815 Missense_Mutation G A p.E97K 93 32 0.344 0.356 3 2 1 136 retinitisEpigmentosaE1E(autosomalEdominant) ENST00000220676.1
Case#3'Baseline'M437 TOX 8 59872518 Missense_Mutation T C p.Y51C 156 105 0.673 0.697 3 2 1 137 thymocyteEselection'associatedEhighEmobilityEgroupEbox ENST00000361421.1

Case#3'Baseline'M437 PREX2 8 68968209 Splice_Site G A p.S413N 180 64 0.356 0.368 3 2 1 173
phosphatidylinositol'3,4,5'trisphosphate'dependentERacEexchangeE

factorE2 ENST00000288368.4
Case#3'Baseline'M437 CNGB3 8 87679259 Missense_Mutation T C p.N249S 152 83 0.546 0.565 3 2 1 215 cyclicEnucleotideEgatedEchannelEbetaE3 ENST00000320005.5

Case#3'Baseline'M437 POP1 8 99135603 Missense_Mutation T A p.M13K 99 34 0.343 0.355 3 2 1 146
processingEofEprecursorE1,EribonucleaseEP/MRPEsubunitE(S.E

cerevisiae) ENST00000401707.2
Case#3'Baseline'M437 ZFPM2 8 106814964 Missense_Mutation A G p.N885S 106 74 0.698 0.723 3 2 1 98 zincEfingerEprotein,EFOGEfamilyEmemberE2 ENST00000407775.2
Case#3'Baseline'M437 COL14A1 8 121170482 Missense_Mutation T G p.S68A 170 28 0.165 0.170 3 2 1 155 collagen,EtypeEXIV,EalphaE1 ENST00000297848.3
Case#3'Baseline'M437 NFIB 9 14179774 Missense_Mutation C T p.G190R 41 39 0.951 1.001 2 2 0 70 nuclearEfactorEI/B ENST00000380959.3
Case#3'Baseline'M437 TTC39B 9 15188106 Missense_Mutation T C p.I420V 116 13 0.112 0.118 2 2 0 175 tetratricopeptideErepeatEdomainE39B ENST00000512701.2
Case#3'Baseline'M437 FAM214B 9 35108261 Missense_Mutation A T p.V4E 36 4 0.111 0.117 2 2 0 55 familyEwithEsequenceEsimilarityE214,EmemberEB ENST00000378561.1
Case#3'Baseline'M437 PAX5 9 36923406 Missense_Mutation G A p.P286S 69 36 0.522 0.549 2 2 0 114 pairedEboxE5 ENST00000358127.4
Case#3'Baseline'M437 SPATA31A6 9 43624907 Nonsense_Mutation A C p.Y1260* 23 5 0.217 0.229 2 1 1 288 SPATA31EsubfamilyEA,EmemberE6 ENST00000332857.6
Case#3'Baseline'M437 PRUNE2 9 79324179 Missense_Mutation G A p.T1004M 170 15 0.088 0.093 2 2 0 233 pruneEhomologE2E(Drosophila) ENST00000376718.3
Case#3'Baseline'M437 PRUNE2 9 79324741 Missense_Mutation T C p.N817D 118 8 0.068 0.071 2 2 0 171 pruneEhomologE2E(Drosophila) ENST00000376718.3
Case#3'Baseline'M437 VPS13A 9 79938016 Missense_Mutation C T p.P1955L 116 113 0.974 1.025 2 2 0 141 vacuolarEproteinEsortingE13EhomologEAE(S.Ecerevisiae) ENST00000360280.3
Case#3'Baseline'M437 NXNL2 9 91159394 Missense_Mutation G A p.E135K 63 59 0.937 0.986 2 2 0 92 nucleoredoxin'likeE2 ENST00000375854.3
Case#3'Baseline'M437 OR13C2 9 107367788 Missense_Mutation C T p.G41R 190 147 0.774 0.814 2 2 0 447 olfactoryEreceptor,EfamilyE13,EsubfamilyEC,EmemberE2 ENST00000542196.1
Case#3'Baseline'M437 PAPPA 9 118949983 Missense_Mutation GG TC p.E323Q 65 57 0.877 0.923 2 2 0 156 pregnancy'associatedEplasmaEproteinEA,EpappalysinE1 ENST00000328252.3
Case#3'Baseline'M437 OR1Q1 9 125377645 Missense_Mutation C T p.A210V 101 95 0.941 0.990 2 2 0 151 olfactoryEreceptor,EfamilyE1,EsubfamilyEQ,EmemberE1 ENST00000297913.2
Case#3'Baseline'M437 AL590708.2 9 130891060 Missense_Mutation G A p.G92E 145 11 0.076 NA NA NA NA 223 ENST00000443493.1
Case#3'Baseline'M437 NOXA1 9 140327663 Missense_Mutation C T p.P286L 40 5 0.125 0.132 2 2 0 101 NADPHEoxidaseEactivatorE1 ENST00000341349.2
Case#3'Baseline'M437 PNPLA7 9 140409917 Missense_Mutation G A p.S355F 125 112 0.896 0.943 2 2 0 139 patatin'likeEphospholipaseEdomainEcontainingE7 ENST00000277531.4
Case#3'Baseline'M437 ARSF X 3007595 Missense_Mutation C T p.P297S 45 43 0.956 1.006 2 2 0 95 arylsulfataseEF ENST00000381127.1
Case#3'Baseline'M437 CYBB X 37663372 Nonsense_Mutation G A p.W380* 61 56 0.918 0.966 2 1 1 93 cytochromeEb'245,EbetaEpolypeptide ENST00000378588.4
Case#3'Baseline'M437 HEPH X 65474933 Missense_Mutation G A p.D874N 40 37 0.925 0.974 2 1 1 41 hephaestin ENST00000343002.2
Case#3'Baseline'M437 POF1B X 84563135 Missense_Mutation T A p.M349L 74 9 0.122 0.128 2 1 1 140 prematureEovarianEfailure,E1B ENST00000262753.4
Case#3'Baseline'M437 BHLHB9 X 102004491 Missense_Mutation C T p.P190S 100 94 0.940 0.989 2 1 1 150 basicEhelix'loop'helixEdomainEcontaining,EclassEB,E9 ENST00000372735.1
Case#3'Baseline'M437 H2BFM X 103268333 Missense_Mutation G A p.R22H 70 5 0.071 0.075 2 1 1 149 H2BEhistoneEfamily,EmemberEM ENST00000243297.5
Case#3'Baseline'M437 NRK X 105187944 Missense_Mutation G A p.E1324K 59 54 0.915 0.963 2 1 1 66 NikErelatedEkinase ENST00000243300.9
Case#3'Baseline'M437 KCNE1L X 108868108 Missense_Mutation C T p.G48S 22 19 0.864 0.909 2 1 1 50 KCNE1'like ENST00000372101.2
Case#3'Baseline'M437 TENM1 X 123637409 Splice_Site CC TT p.G1149K 55 52 0.945 0.995 2 1 1 93 teneurinEtransmembraneEproteinE1 ENST00000371130.3
Case#3'Baseline'M437 ARHGAP36 X 130218204 Missense_Mutation G A p.D191N 55 54 0.982 1.033 2 1 1 48 RhoEGTPaseEactivatingEproteinE36 ENST00000276211.5
Case#3'Baseline'M437 GPR112 X 135426693 Missense_Mutation A G p.I276M 56 5 0.089 0.094 2 1 1 94 GEprotein'coupledEreceptorE112 ENST00000394143.1
Case#3'Baseline'M437 PASD1 X 150832597 Missense_Mutation C T p.S283F 43 37 0.860 0.906 2 1 1 74 PASEdomainEcontainingE1 ENST00000370357.4
Case#3'Baseline'M437 BGN X 152770714 Missense_Mutation A G p.K86R 96 6 0.063 0.066 2 1 1 81 biglycan ENST00000331595.4
Case#3'Baseline'M437 PLXNB3 X 153039502 Missense_Mutation G C p.E1156D 20 4 0.200 0.211 2 1 1 59 plexinEB3 ENST00000361971.5
Case#3'Baseline'M437 PLXNA3 X 153689479 Missense_Mutation C T p.P212L 55 50 0.909 0.957 2 1 1 98 plexinEA3 ENST00000369682.3
Case#3'Baseline'M437 F8 X 154065973 Missense_Mutation G A p.P2319S 73 66 0.904 0.952 2 1 1 142 coagulationEfactorEVIII,EprocoagulantEcomponent ENST00000360256.4
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Supplementary,Table,S5:,,Non3synonymous,mutation,differences,between,baseline,and,relapse

Mutations)are)sorted)according)to)the)following)criteria:
1.)Case)174
2.)Relapse)Only,)Het7>Homozygous,)Baseline)Only
3.)Homozygous)(Adj)VAF)>)0.85),)Heterozygous)(Adj)VAF)<)0.85)
4.)Chromosome,)Start_position

VAF)=)Variant)Allele)Frequency
CN)=)Copy)Number

Sample Baseline_vs_Relapse Hugo_Symbol Chromosome Start_position Variant_Classification
Reference
Allele

Mutant
Allele Protein_Change Coverage Raw_VAF Adjusted_VAF Coverage Raw_VAF Adjusted_VAF Description

Case#1 Relapse)Only JAK1 1 65321333 Nonsense_Mutation G A p.Q503* NA NA NA 83 0.530 1.178 Janus)kinase)1
Case#1 Relapse)Only HIST1H1E 6 26156625 Nonsense_Mutation G T p.E3* NA NA NA 43 0.395 0.879 histone)cluster)1,)H1e
Case#1 Relapse)Only MIIP 1 12090096 Missense_Mutation C A p.P286Q NA NA NA 102 0.059 0.131 migration)and)invasion)inhibitory)protein
Case#1 Relapse)Only SEMA6C 1 151109476 Missense_Mutation C G p.W277C NA NA NA 190 0.100 0.181 sema)domain,)transmembrane)domain)(TM),)and)cytoplasmic)domain,)(semaphorin))6C
Case#1 Relapse)Only FLG2 1 152329859 Missense_Mutation T A p.S135C NA NA NA 323 0.056 0.101 filaggrin)family)member)2
Case#1 Relapse)Only CD48 1 160650992 Splice_Site C T p.A218T NA NA NA 152 0.072 0.131 CD48)molecule
Case#1 Relapse)Only NID1 1 236175223 Missense_Mutation C T p.G842E NA NA NA 130 0.138 0.251 nidogen)1
Case#1 Relapse)Only OR13G1 1 247836148 Missense_Mutation C T p.V66M NA NA NA 130 0.123 0.223 olfactory)receptor,)family)13,)subfamily)G,)member)1
Case#1 Relapse)Only IL15RA 10 6008182 Missense_Mutation G A p.S70F NA NA NA 130 0.269 0.598 interleukin)15)receptor,)alpha
Case#1 Relapse)Only ITIH5 10 7611648 Missense_Mutation G A p.S711F NA NA NA 118 0.288 0.640 inter7alpha7trypsin)inhibitor)heavy)chain)family,)member)5
Case#1 Relapse)Only GATA3 10 8115931 Missense_Mutation C T p.S426F NA NA NA 61 0.180 0.401 GATA)binding)protein)3
Case#1 Relapse)Only FAM171A1 10 15256377 Missense_Mutation G A p.P404S NA NA NA 84 0.143 0.317 family)with)sequence)similarity)171,)member)A1
Case#1 Relapse)Only C10orf112 10 19787440 Missense_Mutation T G p.C1095G NA NA NA 127 0.173 0.385
Case#1 Relapse)Only RET 10 43609005 Splice_Site G A p.R587R NA NA NA 45 0.333 0.741 ret)proto7oncogene
Case#1 Relapse)Only ANK3 10 61830674 Missense_Mutation G A p.S3322F NA NA NA 49 0.204 0.454 ankyrin)3,)node)of)Ranvier)(ankyrin)G)
Case#1 Relapse)Only DOCK1 10 129207624 Missense_Mutation T G p.F1417V NA NA NA 109 0.083 0.183 dedicator)of)cytokinesis)1
Case#1 Relapse)Only OR5AK2 11 56756984 Missense_Mutation T G p.L199R NA NA NA 340 0.082 0.183 olfactory)receptor,)family)5,)subfamily)AK,)member)2
Case#1 Relapse)Only HTR3B 11 113803745 Missense_Mutation T C p.L209P NA NA NA 163 0.135 0.300 57hydroxytryptamine)(serotonin))receptor)3B,)ionotropic
Case#1 Relapse)Only TUBGCP3 13 113210479 Missense_Mutation A C p.L203R NA NA NA 264 0.102 0.165 tubulin,)gamma)complex)associated)protein)3
Case#1 Relapse)Only NSMCE1 16 27237115 Missense_Mutation T C p.K218R NA NA NA 133 0.128 0.232 non7SMC)element)1)homolog)(S.)cerevisiae)
Case#1 Relapse)Only OR10H1 19 15918210 Missense_Mutation A G p.L213P NA NA NA 265 0.091 0.201 olfactory)receptor,)family)10,)subfamily)H,)member)1
Case#1 Relapse)Only USP29 19 57640723 Missense_Mutation C T p.S227L NA NA NA 50 0.240 0.533 ubiquitin)specific)peptidase)29
Case#1 Relapse)Only PUS10 2 61235910 Missense_Mutation C G p.D123H NA NA NA 63 0.254 0.564 pseudouridylate)synthase)10
Case#1 Relapse)Only C2orf74 2 61391520 Missense_Mutation T C p.V148A NA NA NA 102 0.069 0.153 chromosome)2)open)reading)frame)74
Case#1 Relapse)Only DNAH6 2 84880610 Missense_Mutation T G p.V1749G NA NA NA 170 0.071 0.157 dynein,)axonemal,)heavy)chain)6
Case#1 Relapse)Only TFCP2L1 2 121991768 Missense_Mutation T A p.N366I NA NA NA 82 0.232 0.515 transcription)factor)CP27like)1
Case#1 Relapse)Only CWC22 2 180837922 Missense_Mutation C T p.V268M NA NA NA 97 0.072 0.131 CWC22)spliceosome7associated)protein
Case#1 Relapse)Only FAM83D 20 37576624 Missense_Mutation G A p.V283M NA NA NA 202 0.168 0.374 family)with)sequence)similarity)83,)member)D
Case#1 Relapse)Only SLC5A3 21 35468687 Missense_Mutation T A p.L397H NA NA NA 105 0.114 0.254 solute)carrier)family)5)(sodium/myo7inositol)cotransporter),)member)3
Case#1 Relapse)Only MED15 22 20920814 Frame_Shift_Del CAG 7 p.Q262fs NA NA NA 61 0.098 0.219 mediator)complex)subunit)15
Case#1 Relapse)Only C22orf46 22 42089609 Missense_Mutation G T p.S120I NA NA NA 140 0.443 0.713 chromosome)22)open)reading)frame)46
Case#1 Relapse)Only PPARGC1A 4 23816051 Missense_Mutation G A p.S352F NA NA NA 73 0.205 0.457 peroxisome)proliferator7activated)receptor)gamma,)coactivator)1)alpha
Case#1 Relapse)Only ADAMTS12 5 33637846 Missense_Mutation T G p.K575T NA NA NA 147 0.109 0.242 ADAM)metallopeptidase)with)thrombospondin)type)1)motif,)12
Case#1 Relapse)Only PARP8 5 50091115 Missense_Mutation A G p.K431R NA NA NA 82 0.110 0.244 poly)(ADP7ribose))polymerase)family,)member)8
Case#1 Relapse)Only GFOD1 6 13365771 Missense_Mutation G A p.P126L NA NA NA 121 0.355 0.645 glucose7fructose)oxidoreductase)domain)containing)1
Case#1 Relapse)Only ZKSCAN3 6 28333706 Missense_Mutation A G p.T421A NA NA NA 97 0.072 0.160 zinc)finger)with)KRAB)and)SCAN)domains)3
Case#1 Relapse)Only FKBP1C 6 63921759 Missense_Mutation T G p.F100V NA NA NA 180 0.139 0.309 FK506)binding)protein)1C
Case#1 Relapse)Only LGSN 6 63990777 Missense_Mutation G A p.P227S NA NA NA 28 0.321 0.714 lengsin,)lens)protein)with)glutamine)synthetase)domain
Case#1 Relapse)Only ORC3 6 88331115 Missense_Mutation T C p.L344P NA NA NA 125 0.200 0.444 origin)recognition)complex,)subunit)3
Case#1 Relapse)Only CLVS2 6 123377038 Missense_Mutation C T p.P255S NA NA NA 97 0.062 0.137 clavesin)2
Case#1 Relapse)Only RPS6KA2 6 166827406 Missense_Mutation T G p.K651T NA NA NA 77 0.065 0.144 ribosomal)protein)S6)kinase,)90kDa,)polypeptide)2
Case#1 Relapse)Only NPC1L1 7 44553240 Missense_Mutation C T p.V1296I NA NA NA 105 0.219 0.326 NPC17like)1
Case#1 Relapse)Only NACAD 7 45125328 Missense_Mutation G A p.P151S NA NA NA 38 0.316 0.470 NAC)alpha)domain)containing
Case#1 Relapse)Only SPDYE3 7 99910811 Missense_Mutation G A p.R271K NA NA NA 1205 0.105 0.168 speedy/RINGO)cell)cycle)regulator)family)member)E3
Case#1 Relapse)Only PNPLA8 7 108119753 Missense_Mutation A G p.V650A NA NA NA 161 0.093 0.169 patatin7like)phospholipase)domain)containing)8
Case#1 Relapse)Only TRPV6 7 142571199 Splice_Site A G NA NA NA 158 0.063 0.115 transient)receptor)potential)cation)channel,)subfamily)V,)member)6
Case#1 Relapse)Only PKHD1L1 8 110477423 Missense_Mutation T G p.F2788V NA NA NA 148 0.115 0.208 polycystic)kidney)and)hepatic)disease)1)(autosomal)recessive)7like)1
Case#1 Relapse)Only KCNV2 9 2717824 Missense_Mutation A G p.S29G NA NA NA 85 0.071 0.157 potassium)channel,)subfamily)V,)member)2
Case#1 Relapse)Only NPR2 9 35808639 Missense_Mutation G C p.R949P NA NA NA 93 0.065 0.143 natriuretic)peptide)receptor)2
Case#1 Relapse)Only PCSK5 9 78601062 Missense_Mutation A C p.Q104H NA NA NA 116 0.052 0.115 proprotein)convertase)subtilisin/kexin)type)5
Case#1 Relapse)Only SYK 9 93641149 Missense_Mutation A C p.N499H NA NA NA 138 0.109 0.242 spleen)tyrosine)kinase
Case#1 Relapse)Only TAF7L X 100531091 Missense_Mutation A G p.I394T NA NA NA 36 0.333 NA TAF77like)RNA)polymerase)II,)TATA)box)binding)protein)(TBP)7associated)factor,)50kDa
Case#1 Relapse)Only ESX1 X 103499146 Missense_Mutation CC AT p.G65D NA NA NA 24 0.458 NA ESX)homeobox)1
Case#1 Het7>Homozygous UBR4 1 19411143 Nonsense_Mutation G A p.Q4955* 91 0.308 0.389 117 0.462 1.026 ubiquitin)protein)ligase)E3)component)n7recognin)4
Case#1 Het7>Homozygous YTHDF2 1 29070382 Missense_Mutation C G p.L534V 127 0.346 0.439 192 0.443 0.984 YTH)domain)family,)member)2
Case#1 Het7>Homozygous CSMD2 1 34128655 Missense_Mutation C T p.D237N 43 0.465 0.589 56 0.429 0.952 CUB)and)Sushi)multiple)domains)2
Case#1 Het7>Homozygous MACF1 1 39823309 Missense_Mutation C T p.S3901F 75 0.413 0.523 77 0.429 0.952 microtubule7actin)crosslinking)factor)1
Case#1 Het7>Homozygous C1orf50 1 43240949 Missense_Mutation C T p.P162S 66 0.364 0.460 80 0.500 1.111 chromosome)1)open)reading)frame)50
Case#1 Het7>Homozygous SLC5A9 1 48694988 Missense_Mutation C T p.L121F 66 0.424 0.537 102 0.461 1.024 solute)carrier)family)5)(sodium/sugar)cotransporter),)member)9
Case#1 Het7>Homozygous PODN 1 53543414 Missense_Mutation G A p.E314K 65 0.415 0.526 59 0.441 0.979 podocan

Baseline Relapse
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Case#1 Het7>Homozygous FAM151A 1 55088975 Missense_Mutation G A p.L32F 150 0.280 0.354 176 0.528 1.174 family)with)sequence)similarity)151,)member)A
Case#1 Het7>Homozygous C1orf168 1 57219580 Missense_Mutation C T p.E387K 94 0.277 0.350 166 0.488 1.084 chromosome)1)open)reading)frame)168
Case#1 Het7>Homozygous C1orf168 1 57257903 Missense_Mutation G A p.P195S 49 0.184 0.232 93 0.484 1.075 chromosome)1)open)reading)frame)168
Case#1 Het7>Homozygous FGGY 1 60139762 Missense_Mutation C T p.A490V 101 0.475 0.602 152 0.480 1.067 FGGY)carbohydrate)kinase)domain)containing
Case#1 Het7>Homozygous DEPDC1 1 68944934 Missense_Mutation C T p.G669R 70 0.386 0.488 74 0.419 0.931 DEP)domain)containing)1
Case#1 Het7>Homozygous SLC44A5 1 75708615 Missense_Mutation C T p.E143K 61 0.262 0.332 102 0.402 0.893 solute)carrier)family)44,)member)5
Case#1 Het7>Homozygous GIPC2 1 78560732 Missense_Mutation C T p.H175Y 93 0.387 0.490 146 0.466 1.035 GIPC)PDZ)domain)containing)family,)member)2
Case#1 Het7>Homozygous MYBPHL 1 109839414 Nonsense_Mutation G A p.Q241* 125 0.464 0.587 158 0.430 0.956 myosin)binding)protein)H7like
Case#1 Het7>Homozygous LRIG2 1 113666581 Missense_Mutation C T p.S1019L 74 0.351 0.445 106 0.415 0.922 leucine7rich)repeats)and)immunoglobulin7like)domains)2
Case#1 Het7>Homozygous SYCP1 1 115487554 Missense_Mutation G A p.R702Q 93 0.409 0.517 118 0.508 1.130 synaptonemal)complex)protein)1
Case#1 Het7>Homozygous NGF 1 115829131 Missense_Mutation C T p.E96K 68 0.294 0.372 59 0.407 0.904 nerve)growth)factor)(beta)polypeptide)
Case#1 Het7>Homozygous HSD3B2 1 119964548 Missense_Mutation G A p.E142K 89 0.315 0.398 145 0.497 1.103 hydroxy7delta757steroid)dehydrogenase,)3)beta7)and)steroid)delta7isomerase)2
Case#1 Het7>Homozygous HSD3B2 1 119965208 Missense_Mutation C T p.R362W 79 0.380 0.481 149 0.497 1.104 hydroxy7delta757steroid)dehydrogenase,)3)beta7)and)steroid)delta7isomerase)2
Case#1 Het7>Homozygous RND1 12 49254905 Missense_Mutation C T p.E110K 17 0.235 0.298 33 0.394 0.875 Rho)family)GTPase)1
Case#1 Het7>Homozygous FRY 13 32776086 Missense_Mutation C T p.P1252L 76 0.289 0.341 102 0.529 0.853 furry)homolog)(Drosophila)
Case#1 Het7>Homozygous RAB11FIP3 16 476583 Missense_Mutation C T p.L193F 37 0.405 0.513 33 0.333 1.148 RAB11)family)interacting)protein)3)(class)II)
Case#1 Het7>Homozygous TSC2 16 2111962 Nonsense_Mutation C T p.Q404* 149 0.463 0.586 154 0.539 0.978 tuberous)sclerosis)2
Case#1 Het7>Homozygous TIGD7 16 3349540 Missense_Mutation C T p.D359N 34 0.441 0.558 43 0.605 1.097 tigger)transposable)element)derived)7
Case#1 Het7>Homozygous CLUAP1 16 3554779 Missense_Mutation C T p.R28C 114 0.412 0.522 139 0.590 1.071 clusterin)associated)protein)1
Case#1 Het7>Homozygous ZNF500 16 4802975 Missense_Mutation C T p.R282Q 97 0.454 0.574 101 0.624 1.132 zinc)finger)protein)500
Case#1 Het7>Homozygous RBFOX1 16 7759066 Missense_Mutation G A p.R335Q 102 0.363 0.459 165 0.509 0.924 RNA)binding)protein,)fox71)homolog)(C.)elegans))1
Case#1 Het7>Homozygous ACSM2A 16 20476954 Missense_Mutation C T p.S98L 137 0.255 0.323 201 0.502 0.912 acyl7CoA)synthetase)medium7chain)family)member)2A
Case#1 Het7>Homozygous GATSL3 22 30682360 Missense_Mutation G A p.P212L 51 0.392 0.496 88 0.398 0.884 GATS)protein7like)3
Case#1 Het7>Homozygous SPON2 4 1164876 Missense_Mutation C T p.D183N 17 0.353 0.447 14 0.500 1.111 spondin)2,)extracellular)matrix)protein
Case#1 Baseline)Only KIAA1984 9 139694569 Missense_Mutation A C p.D129A 10 1.000 1.266 NA NA NA
Case#1 Baseline)Only PRDM16 1 3321331 Missense_Mutation G A p.E305K 86 0.326 0.412 NA NA NA PR)domain)containing)16
Case#1 Baseline)Only EXOSC10 1 11158126 Missense_Mutation G A p.P67S 69 0.435 0.550 NA NA NA exosome)component)10
Case#1 Baseline)Only PLOD1 1 12017971 Missense_Mutation G A p.E272K 121 0.430 0.544 NA NA NA procollagen7lysine,)27oxoglutarate)57dioxygenase)1
Case#1 Baseline)Only PRAMEF4 1 12941719 Missense_Mutation C T p.M277I 559 0.188 0.238 NA NA NA PRAME)family)member)4
Case#1 Baseline)Only RSC1A1 1 15987133 Missense_Mutation C T p.S257F 35 0.400 0.506 NA NA NA regulatory)solute)carrier)protein,)family)1,)member)1
Case#1 Baseline)Only FAM131C 1 16385124 Missense_Mutation GG AA p.S217F 142 0.141 0.178 NA NA NA family)with)sequence)similarity)131,)member)C
Case#1 Baseline)Only FBXO42 1 16577779 Missense_Mutation G A p.P514S 62 0.339 0.429 NA NA NA F7box)protein)42
Case#1 Baseline)Only NBPF1 1 16892277 Missense_Mutation G A p.A972V 133 0.083 0.105 NA NA NA neuroblastoma)breakpoint)family,)member)1
Case#1 Baseline)Only NBPF1 1 16895613 Missense_Mutation G A p.H857Y 1129 0.097 0.122 NA NA NA neuroblastoma)breakpoint)family,)member)1
Case#1 Baseline)Only IL22RA1 1 24447965 Missense_Mutation G A p.A352V 97 0.412 0.522 NA NA NA interleukin)22)receptor,)alpha)1
Case#1 Baseline)Only CSMD2 1 34037163 Nonsense_Mutation C T p.W2642* 81 0.333 0.422 NA NA NA CUB)and)Sushi)multiple)domains)2
Case#1 Baseline)Only CSMD2 1 34401378 Missense_Mutation G A p.P232L 28 0.286 0.362 NA NA NA CUB)and)Sushi)multiple)domains)2
Case#1 Baseline)Only NFYC 1 41236181 Frame_Shift_Ins 7 C p.HP353fs 71 0.380 0.481 NA NA NA nuclear)transcription)factor)Y,)gamma
Case#1 Baseline)Only KLF17 1 44595265 Missense_Mutation C T p.P108S 61 0.328 0.415 NA NA NA Kruppel7like)factor)17
Case#1 Baseline)Only PTCH2 1 45297861 Missense_Mutation GG AA p.L140F 78 0.385 0.487 NA NA NA patched)2
Case#1 Baseline)Only ECHDC2 1 53370732 Missense_Mutation G A p.T163I 93 0.462 0.585 NA NA NA enoyl)CoA)hydratase)domain)containing)2
Case#1 Baseline)Only C1orf168 1 57257998 Missense_Mutation C T p.G163E 60 0.317 0.401 NA NA NA chromosome)1)open)reading)frame)168
Case#1 Baseline)Only C8B 1 57417854 Splice_Site C T 81 0.457 0.578 NA NA NA complement)component)8,)beta)polypeptide
Case#1 Baseline)Only L1TD1 1 62676451 Nonsense_Mutation C T p.Q669* 36 0.389 0.492 NA NA NA LINE71)type)transposase)domain)containing)1
Case#1 Baseline)Only PGM1 1 64125279 Missense_Mutation C T p.S541F 46 0.370 0.468 NA NA NA phosphoglucomutase)1
Case#1 Baseline)Only CACHD1 1 65131810 Missense_Mutation G A p.G783S 72 0.417 0.527 NA NA NA cache)domain)containing)1
Case#1 Baseline)Only TCTEX1D1 1 67242961 Missense_Mutation A C p.M122L 67 0.448 0.567 NA NA NA Tctex1)domain)containing)1
Case#1 Baseline)Only CLCA2 1 86913369 Missense_Mutation G A p.G631E 80 0.400 0.506 NA NA NA chloride)channel)accessory)2
Case#1 Baseline)Only LRRC8B 1 90048448 Missense_Mutation CC TT p.S80F 44 0.295 0.374 NA NA NA leucine)rich)repeat)containing)8)family,)member)B
Case#1 Baseline)Only F3 1 95005853 Missense_Mutation C T p.E58K 103 0.427 0.541 NA NA NA coagulation)factor)III)(thromboplastin,)tissue)factor)
Case#1 Baseline)Only DPYD 1 98293682 Missense_Mutation C T p.R74Q 38 0.316 0.400 NA NA NA dihydropyrimidine)dehydrogenase
Case#1 Baseline)Only COL11A1 1 103364320 Missense_Mutation C T p.G1384S 113 0.319 0.403 NA NA NA collagen,)type)XI,)alpha)1
Case#1 Baseline)Only COL11A1 1 103463909 Missense_Mutation C T p.G718E 77 0.312 0.395 NA NA NA collagen,)type)XI,)alpha)1
Case#1 Baseline)Only CELSR2 1 109813876 Missense_Mutation C T p.S2545F 65 0.400 0.506 NA NA NA cadherin,)EGF)LAG)seven7pass)G7type)receptor)2
Case#1 Baseline)Only AHCYL1 1 110527681 Frame_Shift_Ins 7 TGCC p.74fs 97 0.320 0.405 NA NA NA adenosylhomocysteinase7like)1
Case#1 Baseline)Only DENND2C 1 115164674 Missense_Mutation G A p.P357S 126 0.397 0.502 NA NA NA DENN/MADD)domain)containing)2C
Case#1 Baseline)Only IGSF3 1 117142910 Missense_Mutation G A p.S561F 68 0.338 0.428 NA NA NA immunoglobulin)superfamily,)member)3
Case#1 Baseline)Only WDR3 1 118481139 Missense_Mutation T A p.D179E 76 0.382 0.483 NA NA NA WD)repeat)domain)3
Case#1 Baseline)Only SPAG17 1 118624140 Missense_Mutation C T p.E630K 60 0.267 0.338 NA NA NA sperm)associated)antigen)17
Case#1 Baseline)Only CRNN 1 152382120 Missense_Mutation C T p.G480S 121 0.066 0.078 NA NA NA cornulin
Case#1 Baseline)Only CHRM3 1 240071811 Missense_Mutation G A p.E354K 21 0.619 0.729 NA NA NA cholinergic)receptor,)muscarinic)3
Case#1 Baseline)Only FRMPD2 10 49446153 Missense_Mutation C G p.A268P 57 0.158 0.200 NA NA NA FERM)and)PDZ)domain)containing)2
Case#1 Baseline)Only PCDH15 10 55582166 Missense_Mutation A T p.F1774I 14 0.214 0.271 NA NA NA protocadherin7related)15
Case#1 Baseline)Only ARID5B 10 63850676 Missense_Mutation C T p.P485L 34 0.353 0.447 NA NA NA AT)rich)interactive)domain)5B)(MRF17like)
Case#1 Baseline)Only RUFY2 10 70139242 Missense_Mutation T C p.I382V 35 0.171 0.217 NA NA NA RUN)and)FYVE)domain)containing)2
Case#1 Baseline)Only OR4C5 11 48387693 Frame_Shift_Del C 7 p.E109fs 42 0.262 0.332 NA NA NA olfactory)receptor,)family)4,)subfamily)C,)member)5
Case#1 Baseline)Only CWF19L2 11 107309831 Missense_Mutation A G p.S217P 104 0.144 0.183 NA NA NA CWF197like)2,)cell)cycle)control)(S.)pombe)
Case#1 Baseline)Only CEP164 11 117234205 Missense_Mutation G A p.G250S 143 0.063 0.080 NA NA NA centrosomal)protein)164kDa
Case#1 Baseline)Only PRB3 12 11420444 Missense_Mutation C G p.E247Q 65 0.062 0.078 NA NA NA proline7rich)protein)BstNI)subfamily)3
Case#1 Baseline)Only CAPRIN2 12 30882208 Missense_Mutation C T p.E386K 24 0.375 0.475 NA NA NA caprin)family)member)2
Case#1 Baseline)Only MUC19 12 40821867 Missense_Mutation G A p.V206I 143 0.070 0.089 NA NA NA mucin)19,)oligomeric
Case#1 Baseline)Only TMCC3 12 94976130 Missense_Mutation G A p.S88L 62 0.306 0.388 NA NA NA transmembrane)and)coiled7coil)domain)family)3
Case#1 Baseline)Only APAF1 12 99060110 Missense_Mutation C A p.T446K 62 0.113 0.143 NA NA NA apoptotic)peptidase)activating)factor)1
Case#1 Baseline)Only GJA3 13 20716277 Missense_Mutation C T p.G384E 24 0.500 0.633 NA NA NA gap)junction)protein,)alpha)3,)46kDa
Case#1 Baseline)Only PCDH17 13 58208790 Missense_Mutation A C p.M704L 64 0.203 0.239 NA NA NA protocadherin)17
Case#1 Baseline)Only OR4N4 15 22382897 Missense_Mutation A G p.Y142C 27 0.185 0.234 NA NA NA olfactory)receptor,)family)4,)subfamily)N,)member)4
Case#1 Baseline)Only RP117467N20.5 15 23407013 Missense_Mutation C T p.R608K 221 0.063 0.080 NA NA NA
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Case#1 Baseline)Only UBE2I 16 1364309 Missense_Mutation C T p.P28S 173 0.382 0.483 NA NA NA ubiquitin7conjugating)enzyme)E2I

Case#1 Baseline)Only E4F1 16 2283990 Splice_Site C T p.T458T 104 0.404 0.511 NA NA NA E4F)transcription)factor)1

Case#1 Baseline)Only ABCA3 16 2328371 Missense_Mutation C T p.D1546N 81 0.370 0.469 NA NA NA ATP7binding)cassette,)sub7family)A)(ABC1),)member)3

Case#1 Baseline)Only C16orf96 16 4625472 Missense_Mutation G A p.G331R 79 0.329 0.417 NA NA NA chromosome)16)open)reading)frame)96

Case#1 Baseline)Only ACSM2B 16 20570685 Missense_Mutation C T p.E88K 35 0.314 0.398 NA NA NA acyl7CoA)synthetase)medium7chain)family)member)2B

Case#1 Baseline)Only ACSM1 16 20693784 Splice_Site C T p.G135G 171 0.246 0.311 NA NA NA acyl7CoA)synthetase)medium7chain)family)member)1

Case#1 Baseline)Only WWP2 16 69969798 Missense_Mutation C T p.P629S 53 0.377 0.478 NA NA NA WW)domain)containing)E3)ubiquitin)protein)ligase)2

Case#1 Baseline)Only SYNRG 17 35880726 Missense_Mutation G A p.S1231F 52 0.327 0.414 NA NA NA synergin,)gamma

Case#1 Baseline)Only TBC1D3F 17 36288299 Nonsense_Mutation C T p.Q129* 702 0.087 0.110 NA NA NA TBC1)domain)family,)member)3F

Case#1 Baseline)Only MUC16 19 9017469 Missense_Mutation GG AA p.R12619C 202 0.109 0.138 NA NA NA mucin)16,)cell)surface)associated

Case#1 Baseline)Only DNMT1 19 10305571 Missense_Mutation G A p.P2L 36 0.417 0.527 NA NA NA DNA)(cytosine757)7methyltransferase)1

Case#1 Baseline)Only AC007204.1 19 20048638 Missense_Mutation C T p.G1E 120 0.367 0.464 NA NA NA

Case#1 Baseline)Only WDR87 19 38376099 Missense_Mutation C T p.D2699N 41 0.390 0.494 NA NA NA WD)repeat)domain)87

Case#1 Baseline)Only AC011500.1 19 39930255 Missense_Mutation C T p.P15L 29 0.483 0.611 NA NA NA

Case#1 Baseline)Only POLD1 19 50906324 Missense_Mutation C T p.P329S 37 0.405 0.513 NA NA NA polymerase)(DNA)directed),)delta)1,)catalytic)subunit

Case#1 Baseline)Only SHANK1 19 51172351 Missense_Mutation G A p.P956S 17 0.235 0.298 NA NA NA SH3)and)multiple)ankyrin)repeat)domains)1

Case#1 Baseline)Only C2orf78 2 74043397 Missense_Mutation G A p.G683S 19 0.421 0.533 NA NA NA chromosome)2)open)reading)frame)78

Case#1 Baseline)Only IWS1 2 128263292 Nonsense_Mutation C A p.G63* 31 0.129 0.163 NA NA NA IWS1)homolog)(S.)cerevisiae)

Case#1 Baseline)Only SOGA1 20 35431407 Missense_Mutation G A p.S826F 43 0.302 0.383 NA NA NA suppressor)of)glucose,)autophagy)associated)1

Case#1 Baseline)Only C20orf62 20 43090908 Missense_Mutation C T p.D44N 30 0.400 0.506 NA NA NA chromosome)20)open)reading)frame)62

Case#1 Baseline)Only SCN11A 3 38889189 Missense_Mutation GG AA p.P1458S 36 0.528 0.621 NA NA NA sodium)channel,)voltage7gated,)type)XI,)alpha)subunit

Case#1 Baseline)Only BMP2K 4 79792083 Frame_Shift_Del CAG 7 p.Q486fs 90 0.078 0.098 NA NA NA BMP2)inducible)kinase

Case#1 Baseline)Only SLC9B1 4 103822321 Missense_Mutation C T p.D501N 595 0.052 0.066 NA NA NA solute)carrier)family)9,)subfamily)B)(NHA1,)cation)proton)antiporter)1),)member)1

Case#1 Baseline)Only PCDHB7 5 140554769 Missense_Mutation C T p.R785C 343 0.149 0.188 NA NA NA protocadherin)beta)7

Case#1 Baseline)Only KIAA1009 6 84884944 Missense_Mutation G T p.Q596K 26 0.192 0.295 NA NA NA

Case#1 Baseline)Only RHOBTB2 8 22864490 Missense_Mutation GG AA p.V245M 23 0.348 0.440 NA NA NA Rho7related)BTB)domain)containing)2

Case#1 Baseline)Only PREX2 8 69104673 Missense_Mutation C T p.S1506F 63 0.270 0.318 NA NA NA phosphatidylinositol73,4,57trisphosphate7dependent)Rac)exchange)factor)2

Case#1 Baseline)Only CR769776.1 9 69380339 Missense_Mutation G A p.S31L 556 0.054 0.068 NA NA NA

Case#1 Baseline)Only PRUNE2 9 79244209 Splice_Site A 7 24 0.292 0.369 NA NA NA prune)homolog)2)(Drosophila)

Case#1 Baseline)Only ABCA2 9 139915386 Missense_Mutation G A p.A341V 27 0.370 0.469 NA NA NA ATP7binding)cassette,)sub7family)A)(ABC1),)member)2

Case#1 Baseline)Only FAM9A X 8763346 Frame_Shift_Del CTG 7 p.Q202fs 32 0.188 0.237 NA NA NA family)with)sequence)similarity)9,)member)A

Case#1 Baseline)Only WWC3 X 10093137 Missense_Mutation G A p.E634K 94 0.255 0.323 NA NA NA WWC)family)member)3

Case#1 Baseline)Only CTBP2 10 126691950 Missense_Mutation A G p.V57A 143 0.126 NA NA NA NA C7terminal)binding)protein)2

Case#2 Relapse)Only JAK2 9 5070054 Splice_Site T G NA NA NA 76 0.553 0.987 Janus)kinase)2

Case#2 Relapse)Only CD164L2 1 27708822 Nonsense_Mutation A T p.C108* NA NA NA 210 0.057 0.080 CD164)sialomucin7like)2

Case#2 Relapse)Only ZSWIM5 1 45501872 Missense_Mutation G A p.A665V NA NA NA 145 0.083 0.115 zinc)finger,)SWIM7type)containing)5

Case#2 Relapse)Only C8A 1 57333319 Missense_Mutation T G p.C39G NA NA NA 200 0.135 0.188 complement)component)8,)alpha)polypeptide

Case#2 Relapse)Only FCAMR 1 207140983 Missense_Mutation C T p.R18K NA NA NA 241 0.062 0.095 Fc)receptor,)IgA,)IgM,)high)affinity

Case#2 Relapse)Only SDE2 1 226180122 Missense_Mutation C T p.R166H NA NA NA 135 0.170 0.260 SDE2)telomere)maintenance)homolog)(S.)pombe)

Case#2 Relapse)Only DCLRE1C 10 14977485 Missense_Mutation C T p.M147I NA NA NA 121 0.388 0.694 DNA)cross7link)repair)1C

Case#2 Relapse)Only DCLRE1C 10 14977523 Missense_Mutation C T p.G135R NA NA NA 113 0.407 0.727 DNA)cross7link)repair)1C

Case#2 Relapse)Only LRIT1 10 85993828 Splice_Site C T NA NA NA 98 0.143 0.255 leucine7rich)repeat,)immunoglobulin7like)and)transmembrane)domains)1

Case#2 Relapse)Only PCNXL3 11 65384461 Missense_Mutation A T p.Q107L NA NA NA 60 0.433 0.774 pecanex7like)3)(Drosophila)

Case#2 Relapse)Only GRIA4 11 105789535 Missense_Mutation A G p.K456R NA NA NA 165 0.267 0.476 glutamate)receptor,)ionotropic,)AMPA)4

Case#2 Relapse)Only DCP1B 12 2058318 Frame_Shift_Del G 7 p.P569fs NA NA NA 167 0.246 0.374 decapping)mRNA)1B

Case#2 Relapse)Only PRH2 12 11083425 Missense_Mutation G A p.G89R NA NA NA 332 0.111 0.170 proline7rich)protein)HaeIII)subfamily)2

Case#2 Relapse)Only PIK3C2G 12 18716381 Missense_Mutation CA AT p.S1243Y NA NA NA 147 0.190 0.290 phosphatidylinositol747phosphate)37kinase,)catalytic)subunit)type)2)gamma

Case#2 Relapse)Only KRT2 12 53042832 Missense_Mutation G T p.L306M NA NA NA 151 0.311 0.556 keratin)2

Case#2 Relapse)Only KRT76 12 53162841 Missense_Mutation C T p.V525I NA NA NA 181 0.260 0.464 keratin)76

Case#2 Relapse)Only ATXN2 12 111924586 Missense_Mutation G T p.F921L NA NA NA 68 0.235 0.420 ataxin)2

Case#2 Relapse)Only LRRK1 15 101606184 Missense_Mutation C G p.P1848A NA NA NA 76 0.224 0.341 leucine7rich)repeat)kinase)1

Case#2 Relapse)Only TMEM159 16 21185368 Missense_Mutation C G p.C101W NA NA NA 127 0.205 0.312 transmembrane)protein)159

Case#2 Relapse)Only SCNN1G 16 23223460 Missense_Mutation C A p.H428N NA NA NA 137 0.073 0.111 sodium)channel,)non7voltage7gated)1,)gamma)subunit

Case#2 Relapse)Only PRR14 16 30666042 Missense_Mutation CG TT p.R251F NA NA NA 97 0.165 0.251 proline)rich)14

Case#2 Relapse)Only NLRC5 16 57110766 Missense_Mutation G A p.C1596Y NA NA NA 89 0.292 0.445 NLR)family,)CARD)domain)containing)5

Case#2 Relapse)Only HYDIN 16 71007260 Missense_Mutation T G p.M1789L NA NA NA 316 0.114 0.174 HYDIN,)axonemal)central)pair)apparatus)protein

Case#2 Relapse)Only PHLPP2 16 71683269 Missense_Mutation C T p.E1166K NA NA NA 206 0.112 0.170 PH)domain)and)leucine)rich)repeat)protein)phosphatase)2

Case#2 Relapse)Only KCNAB3 17 7827771 Missense_Mutation A T p.Y225N NA NA NA 155 0.271 0.484 potassium)voltage7gated)channel,)shaker7related)subfamily,)beta)member)3

Case#2 Relapse)Only USP43 17 9583599 Nonsense_Mutation G T p.E341* NA NA NA 115 0.209 0.373 ubiquitin)specific)peptidase)43

Case#2 Relapse)Only CSF3 17 38172825 Missense_Mutation C A p.P134T NA NA NA 172 0.267 0.478 colony)stimulating)factor)3)(granulocyte)

Case#2 Relapse)Only RNF213 17 78346865 Missense_Mutation G C p.R4281P NA NA NA 194 0.093 0.141 ring)finger)protein)213

Case#2 Relapse)Only TMEM200C 18 5890552 Missense_Mutation G A p.A504V NA NA NA 57 0.298 0.454 transmembrane)protein)200C

Case#2 Relapse)Only MUC16 19 9064668 Missense_Mutation G C p.S7593C NA NA NA 228 0.193 0.294 mucin)16,)cell)surface)associated

Case#2 Relapse)Only LHB 19 49519534 Missense_Mutation G A p.P73S NA NA NA 463 0.177 0.270 luteinizing)hormone)beta)polypeptide

Case#2 Relapse)Only ZNF324B 19 58966688 Missense_Mutation CG TT p.P126L NA NA NA 246 0.199 0.304 zinc)finger)protein)324B

Case#2 Relapse)Only C2orf16 2 27803529 Missense_Mutation G A p.A1364T NA NA NA 142 0.239 0.365 chromosome)2)open)reading)frame)16

Case#2 Relapse)Only HNRNPLL 2 38809081 Missense_Mutation T C p.Y259C NA NA NA 204 0.216 0.329 heterogeneous)nuclear)ribonucleoprotein)L7like

Case#2 Relapse)Only DUSP11 2 73993587 Missense_Mutation C T p.R298Q NA NA NA 234 0.209 0.319 dual)specificity)phosphatase)11)(RNA/RNP)complex)17interacting)

Case#2 Relapse)Only FAM178B 2 97613588 Missense_Mutation C T p.D497N NA NA NA 124 0.492 0.750 family)with)sequence)similarity)178,)member)B

Case#2 Relapse)Only MYO7B 2 128366350 Missense_Mutation C T p.S904F NA NA NA 358 0.159 0.243 myosin)VIIB

Case#2 Relapse)Only DNAH7 2 196762426 Missense_Mutation G C p.P1538A NA NA NA 239 0.188 0.287 dynein,)axonemal,)heavy)chain)7

Case#2 Relapse)Only PNKD 2 219206288 Missense_Mutation C T p.R186W NA NA NA 261 0.061 0.093 paroxysmal)nonkinesigenic)dyskinesia

Case#2 Relapse)Only CHRNG 2 233408368 Missense_Mutation C T p.R332W NA NA NA 167 0.228 0.347 cholinergic)receptor,)nicotinic,)gamma)(muscle)

Case#2 Relapse)Only GDF5 20 34022347 Missense_Mutation G T p.S289Y NA NA NA 146 0.164 0.229 growth)differentiation)factor)5

Case#2 Relapse)Only MPPED1 22 43898547 Missense_Mutation A G p.K258E NA NA NA 126 0.175 0.243 metallophosphoesterase)domain)containing)1

Case#2 Relapse)Only SLC26A6 3 48669111 Missense_Mutation G A p.P292S NA NA NA 104 0.173 0.264 solute)carrier)family)26)(anion)exchanger),)member)6

Case#2 Relapse)Only UBA3 3 69105214 Splice_Site C A p.L395L NA NA NA 116 0.207 0.315 ubiquitin7like)modifier)activating)enzyme)3
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Case#2 Relapse)Only WDR52 3 113092257 Splice_Site C G NA NA NA 206 0.233 0.355
Case#2 Relapse)Only SIDT1 3 113300268 Missense_Mutation A C p.K242Q NA NA NA 167 0.222 0.338 SID1)transmembrane)family,)member)1
Case#2 Relapse)Only GRAMD1C 3 113595055 Missense_Mutation A C p.K136T NA NA NA 221 0.199 0.303 GRAM)domain)containing)1C
Case#2 Relapse)Only GRK7 3 141535846 Missense_Mutation G A p.C539Y NA NA NA 117 0.214 0.326 G)protein7coupled)receptor)kinase)7
Case#2 Relapse)Only THPO 3 184090671 Missense_Mutation C T p.G231D NA NA NA 120 0.242 0.368 thrombopoietin
Case#2 Relapse)Only LSG1 3 194387217 Missense_Mutation T G p.H104P NA NA NA 108 0.241 0.367 large)60S)subunit)nuclear)export)GTPase)1
Case#2 Relapse)Only MAN2B2 4 6611023 Nonsense_Mutation C G p.Y668* NA NA NA 110 0.300 0.536 mannosidase,)alpha,)class)2B,)member)2
Case#2 Relapse)Only CD38 4 15826506 Missense_Mutation T G p.I122M NA NA NA 201 0.239 0.364 CD38)molecule
Case#2 Relapse)Only CHRNA9 4 40351379 Missense_Mutation T G p.F282L NA NA NA 132 0.242 0.369 cholinergic)receptor,)nicotinic,)alpha)9)(neuronal)
Case#2 Relapse)Only GUF1 4 44691955 Missense_Mutation C T p.P433L NA NA NA 128 0.063 0.095 GUF1)GTPase)homolog)(S.)cerevisiae)
Case#2 Relapse)Only KIAA1109 4 123234822 Missense_Mutation C T p.T3431I NA NA NA 122 0.246 0.375 KIAA1109
Case#2 Relapse)Only WWC2 4 184171119 Missense_Mutation G A p.S309N NA NA NA 156 0.186 0.283 WW)and)C2)domain)containing)2
Case#2 Relapse)Only CMYA5 5 79033293 Missense_Mutation G T p.S2902I NA NA NA 162 0.160 0.224 cardiomyopathy)associated)5
Case#2 Relapse)Only GPR98 5 90052415 Missense_Mutation C A p.P3909T NA NA NA 134 0.187 0.260 G)protein7coupled)receptor)98
Case#2 Relapse)Only KIF4B 5 154394048 Missense_Mutation C T p.S210F NA NA NA 231 0.069 0.106 kinesin)family)member)4B
Case#2 Relapse)Only FAM188B 7 30825484 Missense_Mutation A G p.E180G NA NA NA 402 0.072 0.085 family)with)sequence)similarity)188,)member)B
Case#2 Relapse)Only ABCA13 7 48318976 Missense_Mutation A T p.T2729S NA NA NA 369 0.103 0.121 ATP7binding)cassette,)sub7family)A)(ABC1),)member)13
Case#2 Relapse)Only ABCB4 7 87101971 Missense_Mutation G C p.T34R NA NA NA 145 0.055 0.070 ATP7binding)cassette,)sub7family)B)(MDR/TAP),)member)4
Case#2 Relapse)Only COPS6 7 99688107 Missense_Mutation G T p.K140N NA NA NA 341 0.135 0.170 COP9)signalosome)subunit)6
Case#2 Relapse)Only CHRM2 7 136700034 Missense_Mutation G C p.G141A NA NA NA 177 0.107 0.135 cholinergic)receptor,)muscarinic)2
Case#2 Relapse)Only DGKI 7 137170128 Missense_Mutation G A p.H807Y NA NA NA 146 0.075 0.095 diacylglycerol)kinase,)iota
Case#2 Relapse)Only NOS3 7 150696287 Missense_Mutation G C p.W322C NA NA NA 154 0.136 0.172 nitric)oxide)synthase)3)(endothelial)cell)
Case#2 Relapse)Only CSMD1 8 2800046 Missense_Mutation G A p.P3496S NA NA NA 181 0.193 0.269 CUB)and)Sushi)multiple)domains)1
Case#2 Relapse)Only DCSTAMP 8 105360905 Frame_Shift_Del T 7 p.I42fs NA NA NA 193 0.218 0.332 dendrocyte)expressed)seven)transmembrane)protein
Case#2 Relapse)Only RSPO2 8 108970406 Missense_Mutation G T p.T173K NA NA NA 97 0.196 0.298 R7spondin)2
Case#2 Relapse)Only PKHD1L1 8 110520455 Missense_Mutation T C p.V3786A NA NA NA 122 0.107 0.162 polycystic)kidney)and)hepatic)disease)1)(autosomal)recessive)7like)1
Case#2 Relapse)Only FAM205A 9 34725994 Missense_Mutation C A p.G415W NA NA NA 162 0.173 0.309 family)with)sequence)similarity)205,)member)A
Case#2 Relapse)Only TRPM6 9 77422991 Missense_Mutation G A p.H533Y NA NA NA 148 0.196 0.350 transient)receptor)potential)cation)channel,)subfamily)M,)member)6
Case#2 Relapse)Only DAPK1 9 90321284 Frame_Shift_Ins 7 T p.M1100fs NA NA NA 184 0.245 0.437 death7associated)protein)kinase)1
Case#2 Relapse)Only CHST7 X 46433406 Missense_Mutation T G p.F14V NA NA NA 144 0.326 NA carbohydrate)(N7acetylglucosamine)67O))sulfotransferase)7
Case#2 Relapse)Only OPHN1 X 67652784 Nonsense_Mutation G A p.Q27* NA NA NA 90 0.411 NA oligophrenin)1
Case#2 Relapse)Only F8 X 154130406 Missense_Mutation G C p.A2012G NA NA NA 104 0.346 NA coagulation)factor)VIII,)procoagulant)component
Case#2 Het7>Homozygous TAF1L 9 32633779 Missense_Mutation C T p.R600Q 199 0.482 0.495 159 0.547 0.977 TAF1)RNA)polymerase)II,)TATA)box)binding)protein)(TBP)7associated)factor,)210kDa7like
Case#2 Het7>Homozygous FBP2 9 97349720 Missense_Mutation C T p.G68R 142 0.556 0.576 189 0.524 0.935 fructose71,67bisphosphatase)2
Case#2 Het7>Homozygous OLFM1 9 138011716 Missense_Mutation C T p.P384S 101 0.554 0.574 121 0.529 0.945 olfactomedin)1
Case#2 Het7>Homozygous KCNT1 9 138649216 Missense_Mutation G A p.E231K 121 0.636 0.659 161 0.590 1.054 potassium)channel,)subfamily)T,)member)1
Case#2 Baseline)Only KRTAP475 17 39305785 Missense_Mutation A T p.C79S 384 0.214 0.221 NA NA NA keratin)associated)protein)475
Case#2 Baseline)Only CDC27 17 45234357 Missense_Mutation G A p.S255F 131 0.053 0.055 NA NA NA cell)division)cycle)27
Case#2 Baseline)Only EMR3 19 14769339 Missense_Mutation C G p.E127Q 52 0.077 0.079 NA NA NA egf7like)module)containing,)mucin7like,)hormone)receptor7like)3
Case#2 Baseline)Only TAF1L 9 32632916 Missense_Mutation G A p.R888C 275 0.440 0.452 NA NA NA TAF1)RNA)polymerase)II,)TATA)box)binding)protein)(TBP)7associated)factor,)210kDa7like
Case#2 Baseline)Only PCSK5 9 78936451 Missense_Mutation G A p.G1306E 118 0.339 0.351 NA NA NA proprotein)convertase)subtilisin/kexin)type)5
Case#2 Baseline)Only UBQLN1 9 86300989 Nonsense_Mutation G A p.Q88* 81 0.272 0.281 NA NA NA ubiquilin)1
Case#2 Baseline)Only CYLC2 9 105767002 Missense_Mutation G A p.G69E 73 0.356 0.369 NA NA NA cylicin,)basic)protein)of)sperm)head)cytoskeleton)2
Case#2 Baseline)Only AMBP 9 116825001 Missense_Mutation C T p.G214E 150 0.473 0.486 NA NA NA alpha717microglobulin/bikunin)precursor
Case#2 Baseline)Only COL27A1 9 116958238 Splice_Site G A 163 0.454 0.466 NA NA NA collagen,)type)XXVII,)alpha)1
Case#2 Baseline)Only OR1N1 9 125289493 Missense_Mutation C T p.G27E 178 0.494 0.507 NA NA NA olfactory)receptor,)family)1,)subfamily)N,)member)1
Case#2 Baseline)Only RPL7A 9 136217582 Splice_Site C T p.S209L 131 0.244 0.253 NA NA NA ribosomal)protein)L7a
Case#3 Relapse)Only B2M 15 45003786 Frame_Shift_Del TCTT 7 p.S14fs NA NA NA 90 0.444 1.111 beta727microglobulin
Case#3 Relapse)Only OBSCN 1 228504591 Missense_Mutation C A p.H4489Q NA NA NA 40 0.125 0.219 obscurin,)cytoskeletal)calmodulin)and)titin7interacting)RhoGEF
Case#3 Relapse)Only OBSCN 1 228504670 Missense_Mutation C T p.R4516W NA NA NA 14 0.286 0.500 obscurin,)cytoskeletal)calmodulin)and)titin7interacting)RhoGEF
Case#3 Relapse)Only GPRIN2 10 47000217 Missense_Mutation G A p.R446H NA NA NA 71 0.056 0.141 G)protein)regulated)inducer)of)neurite)outgrowth)2
Case#3 Relapse)Only PTEN 10 89720649 Splice_Site A T NA NA NA 42 0.167 0.417 phosphatase)and)tensin)homolog
Case#3 Relapse)Only MUC5B 11 1272226 Missense_Mutation A C p.T4706P NA NA NA 369 0.076 0.190 mucin)5B,)oligomeric)mucus/gel7forming
Case#3 Relapse)Only POTEM 14 20002247 Missense_Mutation C T p.G392E NA NA NA 1910 0.078 0.312 POTE)ankyrin)domain)family,)member)M
Case#3 Relapse)Only OR10G2 14 22102188 Missense_Mutation C T p.D271N NA NA NA 172 0.233 0.581 olfactory)receptor,)family)10,)subfamily)G,)member)2
Case#3 Relapse)Only DDX52 17 35988719 Splice_Site A 7 NA NA NA 26 0.154 0.385 DEAD)(Asp7Glu7Ala7Asp))box)polypeptide)52
Case#3 Relapse)Only DOT1L 19 2226676 Missense_Mutation G A p.G1386S NA NA NA 28 0.179 0.313 DOT17like)histone)H3K79)methyltransferase
Case#3 Relapse)Only ZNF491 19 11916814 Missense_Mutation G C p.E16Q NA NA NA 108 0.269 0.470 zinc)finger)protein)491
Case#3 Relapse)Only ZNF835 19 57175578 Missense_Mutation C T p.G330D NA NA NA 64 0.156 0.391 zinc)finger)protein)835
Case#3 Relapse)Only ATAD2B 2 24110824 Missense_Mutation C G p.K150N NA NA NA 302 0.288 0.504 ATPase)family,)AAA)domain)containing)2B
Case#3 Relapse)Only RGPD8 2 113191010 Missense_Mutation A C p.D7E NA NA NA 204 0.064 0.112 RANBP27like)and)GRIP)domain)containing)8
Case#3 Relapse)Only KLHL30 2 239050033 Missense_Mutation C T p.A213V NA NA NA 53 0.132 0.231 kelch7like)family)member)30
Case#3 Relapse)Only TPTE 21 10906910 Missense_Mutation C T p.D551N NA NA NA 533 0.077 0.154 transmembrane)phosphatase)with)tensin)homology
Case#3 Relapse)Only ITIH1 3 52823792 Missense_Mutation C A p.P748H NA NA NA 181 0.061 0.152 inter7alpha7trypsin)inhibitor)heavy)chain)1
Case#3 Relapse)Only PCDHB13 5 140595625 Missense_Mutation G A p.V644I NA NA NA 132 0.106 0.265 protocadherin)beta)13
Case#3 Relapse)Only HUS1B 6 656555 Missense_Mutation G T p.H130Q NA NA NA 17 0.176 0.441 HUS1)checkpoint)homolog)b)(S.)pombe)
Case#3 Relapse)Only GLTSCR1L 6 42797699 Missense_Mutation T G p.V543G NA NA NA 138 0.072 0.181 GLTSCR17like
Case#3 Relapse)Only AGBL3 7 134800245 Missense_Mutation G A p.V742I NA NA NA 229 0.293 0.512 ATP/GTP)binding)protein7like)3
Case#3 Relapse)Only RP1L1 8 10469030 Missense_Mutation G A p.R860W NA NA NA 54 0.093 0.231 retinitis)pigmentosa)17like)1
Case#3 Relapse)Only CYLC2 9 105767601 Missense_Mutation T A p.S230T NA NA NA 144 0.056 0.139 cylicin,)basic)protein)of)sperm)head)cytoskeleton)2
Case#3 Relapse)Only GPC4 X 132458528 Missense_Mutation G A p.S119F NA NA NA 26 0.462 0.808 glypican)4
Case#3 Het7>Homozygous OR5AU1 14 21623343 Missense_Mutation G A p.S281L 125 0.472 0.497 200 0.485 1.213 olfactory)receptor,)family)5,)subfamily)AU,)member)1
Case#3 Het7>Homozygous ZFHX2 14 23994870 Missense_Mutation GG AA p.P1427L 31 0.419 0.441 46 0.435 1.087 zinc)finger)homeobox)2
Case#3 Het7>Homozygous DHRS47AS1 14 24408806 Missense_Mutation G A p.E25K 48 0.417 0.439 70 0.429 1.071 DHRS4)antisense)RNA)1
Case#3 Het7>Homozygous SYNE2 14 64465727 Missense_Mutation C T p.S1150F 65 0.446 0.470 99 0.384 0.960 spectrin)repeat)containing,)nuclear)envelope)2
Case#3 Het7>Homozygous PAPLN 14 73716803 Missense_Mutation G A p.C149Y 107 0.402 0.423 168 0.417 1.042 papilin,)proteoglycan7like)sulfated)glycoprotein
Case#3 Het7>Homozygous EIF5 14 103806121 Missense_Mutation T C p.I351T 121 0.479 0.505 200 0.405 1.013 eukaryotic)translation)initiation)factor)5
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Case#3 Het7>Homozygous SLC22A13 3 38307716 Missense_Mutation C T p.S122F 32 0.250 0.263 46 0.370 0.924 solute)carrier)family)22)(organic)anion/urate)transporter),)member)13
Case#3 Het7>Homozygous ULK4 3 41607542 Missense_Mutation G A p.S1067L 118 0.458 0.482 191 0.372 0.929 unc751)like)kinase)4
Case#3 Het7>Homozygous ELP6 3 47537655 Missense_Mutation GG AA p.P235L 78 0.397 0.418 106 0.425 1.061 elongator)acetyltransferase)complex)subunit)6
Case#3 Het7>Homozygous TMEM89 3 48658426 Nonsense_Mutation C T p.W110* 127 0.354 0.373 188 0.383 0.957 transmembrane)protein)89
Case#3 Het7>Homozygous AFF4 5 132223577 Missense_Mutation G A p.S965F 77 0.286 0.296 108 0.444 1.111 AF4/FMR2)family,)member)4
Case#3 Het7>Homozygous FAT2 5 150948044 Missense_Mutation G A p.P150L 150 0.327 0.338 112 0.384 0.960 FAT)atypical)cadherin)2
Case#3 Het7>Homozygous BTNL9 5 180474965 Missense_Mutation C T p.L50F 106 0.330 0.342 115 0.348 0.870 butyrophilin7like)9
Case#3 Het7>Homozygous TULP1 6 35467812 Missense_Mutation C T p.G481S 131 0.481 0.494 119 0.445 1.113 tubby)like)protein)1
Case#3 Het7>Homozygous TMEM63B 6 44117624 Missense_Mutation C T p.T481I 161 0.516 0.529 129 0.388 0.969 transmembrane)protein)63B
Case#3 Het7>Homozygous NFKBIE 6 44227856 Missense_Mutation G A p.S454F 125 0.576 0.591 163 0.423 1.058 nuclear)factor)of)kappa)light)polypeptide)gene)enhancer)in)B7cells)inhibitor,)epsilon
Case#3 Het7>Homozygous TCTE1 6 44250280 Missense_Mutation C T p.R288Q 56 0.464 0.477 49 0.449 1.122 t7complex7associated7testis7expressed)1
Case#3 Het7>Homozygous PGK2 6 49754689 Missense_Mutation G A p.P71L 215 0.437 0.449 166 0.343 0.858 phosphoglycerate)kinase)2
Case#3 Het7>Homozygous TACC1 8 38677979 Missense_Mutation C T p.S406F 114 0.386 0.400 158 0.424 1.060 transforming,)acidic)coiled7coil)containing)protein)1
Case#3 Het7>Homozygous PREX2 8 68968209 Splice_Site G A p.S413N 180 0.356 0.368 194 0.448 1.121 phosphatidylinositol73,4,57trisphosphate7dependent)Rac)exchange)factor)2
Case#3 Het7>Homozygous POP1 8 99135603 Missense_Mutation T A p.M13K 99 0.343 0.355 148 0.426 1.064 processing)of)precursor)1,)ribonuclease)P/MRP)subunit)(S.)cerevisiae)
Case#3 Baseline)Only TMTC1 12 29904620 Missense_Mutation C T p.R306Q 58 0.845 0.889 NA NA NA transmembrane)and)tetratricopeptide)repeat)containing)1
Case#3 Baseline)Only PRX 19 40902757 Missense_Mutation T A p.E501V 123 0.919 0.967 NA NA NA periaxin
Case#3 Baseline)Only ATAD3B 1 1431165 Missense_Mutation C T p.P639S 132 0.098 0.102 NA NA NA ATPase)family,)AAA)domain)containing)3B
Case#3 Baseline)Only PRAMEF17 1 13718514 Missense_Mutation A G p.H326R 181 0.066 0.069 NA NA NA PRAME)family)member)17
Case#3 Baseline)Only TAS1R2 1 19180962 Missense_Mutation GC TT p.G334E 114 0.079 0.082 NA NA NA taste)receptor,)type)1,)member)2
Case#3 Baseline)Only TRIM45 1 117659298 Missense_Mutation A G p.I431T 116 0.129 0.134 NA NA NA tripartite)motif)containing)45
Case#3 Baseline)Only SPRR2E 1 153066106 Missense_Mutation C A p.C41F 205 0.229 0.237 NA NA NA small)proline7rich)protein)2E
Case#3 Baseline)Only BLZF1 1 169345963 Nonsense_Mutation A T p.K72* 103 0.126 0.131 NA NA NA basic)leucine)zipper)nuclear)factor)1
Case#3 Baseline)Only KIF14 1 200587679 Missense_Mutation C T p.G58D 135 0.081 0.084 NA NA NA kinesin)family)member)14
Case#3 Baseline)Only HHIPL2 1 222717003 Missense_Mutation G A p.R284C 114 0.307 0.318 NA NA NA HHIP7like)2
Case#3 Baseline)Only OBSCN 1 228412227 Missense_Mutation TG CA p.A908T 149 0.087 0.090 NA NA NA obscurin,)cytoskeletal)calmodulin)and)titin7interacting)RhoGEF
Case#3 Baseline)Only OBSCN 1 228481143 Missense_Mutation G C p.A3653P 132 0.220 0.227 NA NA NA obscurin,)cytoskeletal)calmodulin)and)titin7interacting)RhoGEF
Case#3 Baseline)Only NRP1 10 33475282 Missense_Mutation C T p.V733I 82 0.061 0.064 NA NA NA neuropilin)1
Case#3 Baseline)Only PDZD7 10 102783697 Missense_Mutation C T p.G119S 70 0.386 0.406 NA NA NA PDZ)domain)containing)7
Case#3 Baseline)Only GSTO2 10 106039185 Missense_Mutation A G p.N142D 90 0.067 0.070 NA NA NA glutathione)S7transferase)omega)2
Case#3 Baseline)Only OR52E6 11 5862653 Missense_Mutation T C p.I159V 122 0.057 0.060 NA NA NA olfactory)receptor,)family)52,)subfamily)E,)member)6
Case#3 Baseline)Only ZNF214 11 7022717 Missense_Mutation T C p.Y66C 71 0.056 0.059 NA NA NA zinc)finger)protein)214
Case#3 Baseline)Only SPTBN2 11 66461656 Missense_Mutation G T p.A1486D 60 0.083 0.088 NA NA NA spectrin,)beta,)non7erythrocytic)2
Case#3 Baseline)Only TENM4 11 78423682 Missense_Mutation C T p.R1300Q 114 0.561 0.591 NA NA NA teneurin)transmembrane)protein)4
Case#3 Baseline)Only IGSF9B 11 133800880 Splice_Site G A p.I506I 71 0.056 0.059 NA NA NA immunoglobulin)superfamily,)member)9B
Case#3 Baseline)Only PRB4 12 11461549 Missense_Mutation G C p.P123R 73 0.178 0.187 NA NA NA proline7rich)protein)BstNI)subfamily)4
Case#3 Baseline)Only PRB4 12 11461570 Missense_Mutation G T p.P116H 80 0.438 0.461 NA NA NA proline7rich)protein)BstNI)subfamily)4
Case#3 Baseline)Only PRB4 12 11461706 Missense_Mutation G T p.P71T 133 0.233 0.245 NA NA NA proline7rich)protein)BstNI)subfamily)4
Case#3 Baseline)Only C12orf54 12 48888594 Missense_Mutation C T p.P86S 105 0.057 0.060 NA NA NA chromosome)12)open)reading)frame)54
Case#3 Baseline)Only OR8S1 12 48919796 Missense_Mutation C T p.R128C 131 0.099 0.104 NA NA NA olfactory)receptor,)family)8,)subfamily)S,)member)1
Case#3 Baseline)Only TUBA1B 12 49523385 Missense_Mutation T C p.I42V 150 0.180 0.189 NA NA NA tubulin,)alpha)1b
Case#3 Baseline)Only FAM186A 12 50745821 Missense_Mutation TT AG p.E1598A 172 0.064 0.066 NA NA NA family)with)sequence)similarity)186,)member)A
Case#3 Baseline)Only KRT72 12 52992812 Missense_Mutation T C p.N171D 101 0.079 0.083 NA NA NA keratin)72
Case#3 Baseline)Only MDM1 12 68707287 Missense_Mutation G A p.P552L 87 0.057 0.060 NA NA NA Mdm1)nuclear)protein)homolog)(mouse)
Case#3 Baseline)Only C12orf42 12 103696182 Missense_Mutation T G p.S263R 58 0.121 0.127 NA NA NA chromosome)12)open)reading)frame)42
Case#3 Baseline)Only MVK 12 110013879 Missense_Mutation G A p.S52N 114 0.061 0.065 NA NA NA mevalonate)kinase
Case#3 Baseline)Only HNF1A 12 121434359 Missense_Mutation G C p.G375R 93 0.075 0.079 NA NA NA HNF1)homeobox)A
Case#3 Baseline)Only SLC46A3 13 29278221 Missense_Mutation C T p.C387Y 117 0.265 0.272 NA NA NA solute)carrier)family)46,)member)3
Case#3 Baseline)Only OR4Q3 14 20215708 Missense_Mutation G A p.G41E 326 0.181 0.191 NA NA NA olfactory)receptor,)family)4,)subfamily)Q,)member)3
Case#3 Baseline)Only OR4M1 14 20248980 Missense_Mutation C T p.P167S 494 0.150 0.158 NA NA NA olfactory)receptor,)family)4,)subfamily)M,)member)1
Case#3 Baseline)Only OR4K2 14 20344897 Missense_Mutation G A p.M157I 313 0.144 0.151 NA NA NA olfactory)receptor,)family)4,)subfamily)K,)member)2
Case#3 Baseline)Only RNASE6 14 21250124 Missense_Mutation G A p.R89Q 110 0.064 0.067 NA NA NA ribonuclease,)RNase)A)family,)k6
Case#3 Baseline)Only DHRS2 14 24109099 Missense_Mutation G A p.D139N 52 0.308 0.324 NA NA NA dehydrogenase/reductase)(SDR)family))member)2
Case#3 Baseline)Only IPO4 14 24655161 Nonsense_Mutation C A p.E359* 71 0.408 0.430 NA NA NA importin)4
Case#3 Baseline)Only RTN1 14 60193697 Missense_Mutation C T p.G569S 82 0.500 0.526 NA NA NA reticulon)1
Case#3 Baseline)Only CCDC88C 14 91792319 Missense_Mutation C T p.D378N 71 0.507 0.534 NA NA NA coiled7coil)domain)containing)88C
Case#3 Baseline)Only FBLN5 14 92403347 Missense_Mutation G A p.S108F 99 0.495 0.521 NA NA NA fibulin)5
Case#3 Baseline)Only SLC25A47 14 100795139 Missense_Mutation G T p.R135L 97 0.113 0.119 NA NA NA solute)carrier)family)25,)member)47
Case#3 Baseline)Only AHNAK2 14 105409228 Missense_Mutation G A p.S4187F 146 0.479 0.505 NA NA NA AHNAK)nucleoprotein)2
Case#3 Baseline)Only AHNAK2 14 105420164 Missense_Mutation C T p.E542K 102 0.431 0.454 NA NA NA AHNAK)nucleoprotein)2
Case#3 Baseline)Only MAPKBP1 15 42105918 Missense_Mutation C G p.L313V 59 0.085 0.089 NA NA NA mitogen7activated)protein)kinase)binding)protein)1
Case#3 Baseline)Only CAPN3 15 42693849 Missense_Mutation G T p.W455C 85 0.306 0.322 NA NA NA calpain)3,)(p94)
Case#3 Baseline)Only AKAP13 15 86122395 Missense_Mutation G A p.D366N 86 0.453 0.477 NA NA NA A)kinase)(PRKA))anchor)protein)13
Case#3 Baseline)Only CLDN6 16 3065596 Missense_Mutation T C p.I143V 112 0.063 0.065 NA NA NA claudin)6
Case#3 Baseline)Only FUK 16 70508588 Missense_Mutation G C p.D716H 106 0.340 0.352 NA NA NA fucokinase
Case#3 Baseline)Only WRAP53 17 7606722 Missense_Mutation C G p.A522G 56 0.089 0.094 NA NA NA WD)repeat)containing,)antisense)to)TP53
Case#3 Baseline)Only ALOX15B 17 7951819 Missense_Mutation A G p.Q656R 82 0.061 0.064 NA NA NA arachidonate)157lipoxygenase,)type)B
Case#3 Baseline)Only C17orf59 17 8092453 Missense_Mutation G C p.Q336E 70 0.500 0.526 NA NA NA chromosome)17)open)reading)frame)59
Case#3 Baseline)Only KRTAP971 17 39346518 Missense_Mutation T C p.I127T 136 0.110 0.116 NA NA NA keratin)associated)protein)971
Case#3 Baseline)Only BRCA1 17 41244936 Missense_Mutation G A p.P871L 129 0.070 0.073 NA NA NA breast)cancer)1,)early)onset
Case#3 Baseline)Only TTYH2 17 72240177 Missense_Mutation T G p.S265A 48 0.104 0.110 NA NA NA tweety)family)member)2
Case#3 Baseline)Only MGAT5B 17 74878259 Missense_Mutation G A p.V70I 110 0.118 0.124 NA NA NA mannosyl)(alpha71,67)7glycoprotein)beta71,67N7acetyl7glucosaminyltransferase,)isozyme)B
Case#3 Baseline)Only ZNF750 17 80789468 Missense_Mutation G A p.P288L 161 0.062 0.065 NA NA NA zinc)finger)protein)750
Case#3 Baseline)Only SETBP1 18 42533090 Missense_Mutation G A p.R1262K 100 0.270 0.277 NA NA NA SET)binding)protein)1
Case#3 Baseline)Only ZNF77 19 2934701 Missense_Mutation A G p.S142P 173 0.173 0.179 NA NA NA zinc)finger)protein)77
Case#3 Baseline)Only OR7G1 19 9225341 Missense_Mutation C T p.R312Q 27 0.444 0.460 NA NA NA olfactory)receptor,)family)7,)subfamily)G,)member)1
Case#3 Baseline)Only ZNF781 19 38160347 Missense_Mutation C G p.G235R 115 0.070 0.073 NA NA NA zinc)finger)protein)781
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Case#3 Baseline)Only PSG4 19 43699336 Missense_Mutation T C p.K267E 288 0.111 0.117 NA NA NA pregnancy)specific)beta717glycoprotein)4
Case#3 Baseline)Only CD33 19 51728641 Missense_Mutation A G p.R69G 116 0.060 0.064 NA NA NA CD33)molecule
Case#3 Baseline)Only KIR3DL3 19 55239168 Missense_Mutation G T p.R149S 77 0.078 0.082 NA NA NA killer)cell)immunoglobulin7like)receptor,)three)domains,)long)cytoplasmic)tail,)3
Case#3 Baseline)Only KIR3DL1 19 55340906 Missense_Mutation G A p.C364Y 15 0.267 0.281 NA NA NA killer)cell)immunoglobulin7like)receptor,)three)domains,)long)cytoplasmic)tail,)1
Case#3 Baseline)Only KIR3DL1 19 55341575 Missense_Mutation G C p.E394Q 20 0.550 0.579 NA NA NA killer)cell)immunoglobulin7like)receptor,)three)domains,)long)cytoplasmic)tail,)1
Case#3 Baseline)Only ZFP28 19 57058998 Missense_Mutation C G p.S141W 99 0.051 0.053 NA NA NA ZFP28)zinc)finger)protein
Case#3 Baseline)Only NPAS2 2 101609910 Missense_Mutation A C p.H738P 71 0.113 0.117 NA NA NA neuronal)PAS)domain)protein)2
Case#3 Baseline)Only DOCK10 2 225652038 Missense_Mutation A G p.V1832A 100 0.060 0.062 NA NA NA dedicator)of)cytokinesis)10
Case#3 Baseline)Only COL4A4 2 227954599 Missense_Mutation G A p.P482S 138 0.065 0.068 NA NA NA collagen,)type)IV,)alpha)4
Case#3 Baseline)Only DEFB129 20 207945 Missense_Mutation C T p.P6S 98 0.429 0.444 NA NA NA defensin,)beta)129
Case#3 Baseline)Only SIRPB1 20 1552521 Missense_Mutation G A p.P199L 442 0.371 0.384 NA NA NA signal7regulatory)protein)beta)1
Case#3 Baseline)Only TGM3 20 2293636 Missense_Mutation T G p.N211K 94 0.436 0.451 NA NA NA transglutaminase)3
Case#3 Baseline)Only CDC25B 20 3781454 Missense_Mutation G A p.R175Q 120 0.342 0.354 NA NA NA cell)division)cycle)25B
Case#3 Baseline)Only HAO1 20 7921011 Missense_Mutation G A p.P20L 127 0.386 0.399 NA NA NA hydroxyacid)oxidase)(glycolate)oxidase))1
Case#3 Baseline)Only THBD 20 23028724 Missense_Mutation G A p.A473V 159 0.063 0.065 NA NA NA thrombomodulin
Case#3 Baseline)Only GATA5 20 61041528 Missense_Mutation C T p.G260E 190 0.305 0.313 NA NA NA GATA)binding)protein)5
Case#3 Baseline)Only KCNQ2 20 62055543 Missense_Mutation CC TT p.E412K 151 0.470 0.483 NA NA NA potassium)voltage7gated)channel,)KQT7like)subfamily,)member)2
Case#3 Baseline)Only SEC14L3 22 30860830 Missense_Mutation C T p.R214H 154 0.052 0.054 NA NA NA SEC147like)3)(S.)cerevisiae)
Case#3 Baseline)Only MKL1 22 40814500 Missense_Mutation T C p.S648G 72 0.069 0.072 NA NA NA megakaryoblastic)leukemia)(translocation))1
Case#3 Baseline)Only PLCL2 3 17052750 Nonsense_Mutation C T p.Q512* 93 0.505 0.532 NA NA NA phospholipase)C7like)2
Case#3 Baseline)Only TRANK1 3 36874140 Missense_Mutation G A p.H2268Y 76 0.487 0.512 NA NA NA tetratricopeptide)repeat)and)ankyrin)repeat)containing)1
Case#3 Baseline)Only ITGA9 3 37818898 Missense_Mutation G A p.G853R 98 0.561 0.591 NA NA NA integrin,)alpha)9
Case#3 Baseline)Only MYRIP 3 40231388 Nonsense_Mutation C T p.R367* 54 0.407 0.429 NA NA NA myosin)VIIA)and)Rab)interacting)protein
Case#3 Baseline)Only HIGD1A 3 42835700 Nonsense_Mutation G A p.Q16* 98 0.480 0.505 NA NA NA HIG1)hypoxia)inducible)domain)family,)member)1A
Case#3 Baseline)Only CCR9 3 45942593 Missense_Mutation G A p.A105T 163 0.521 0.549 NA NA NA chemokine)(C7C)motif))receptor)9
Case#3 Baseline)Only NBEAL2 3 47046766 Missense_Mutation GC AA p.R2172Q 90 0.522 0.550 NA NA NA neurobeachin7like)2
Case#3 Baseline)Only FBXW12 3 48420005 Missense_Mutation C T p.P202S 122 0.484 0.509 NA NA NA F7box)and)WD)repeat)domain)containing)12
Case#3 Baseline)Only FAM3D 3 58639419 Missense_Mutation G A p.R35C 80 0.550 0.579 NA NA NA family)with)sequence)similarity)3,)member)D
Case#3 Baseline)Only PTPRG 3 62189189 Missense_Mutation G A p.G574S 52 0.077 0.081 NA NA NA protein)tyrosine)phosphatase,)receptor)type,)G
Case#3 Baseline)Only EPHA3 3 89521664 Missense_Mutation G A p.R914H 82 0.073 0.077 NA NA NA EPH)receptor)A3
Case#3 Baseline)Only ATP13A4 3 193171893 Missense_Mutation G A p.T675M 179 0.587 0.607 NA NA NA ATPase)type)13A4
Case#3 Baseline)Only NOP14 4 2943361 Missense_Mutation T C p.Q716R 56 0.089 0.094 NA NA NA NOP14)nucleolar)protein
Case#3 Baseline)Only GRK4 4 2990499 Missense_Mutation G T p.R65L 123 0.073 0.077 NA NA NA G)protein7coupled)receptor)kinase)4
Case#3 Baseline)Only NCAPG 4 17818885 Splice_Site T C p.D259D 71 0.085 0.089 NA NA NA non7SMC)condensin)I)complex,)subunit)G
Case#3 Baseline)Only UGT2A1 4 70455302 Missense_Mutation C T p.A458T 177 0.051 0.054 NA NA NA UDP)glucuronosyltransferase)2)family,)polypeptide)A1,)complex)locus
Case#3 Baseline)Only ANKRD17 4 74124097 Missense_Mutation C A p.G97C 88 0.511 0.538 NA NA NA ankyrin)repeat)domain)17
Case#3 Baseline)Only SHROOM3 4 77675505 Missense_Mutation C T p.P1290L 59 0.102 0.107 NA NA NA shroom)family)member)3
Case#3 Baseline)Only FRAS1 4 79284694 Missense_Mutation C T p.A817V 61 0.082 0.086 NA NA NA Fraser)extracellular)matrix)complex)subunit)1
Case#3 Baseline)Only SCOC 4 141294756 Missense_Mutation C G p.F22L 88 0.068 0.072 NA NA NA short)coiled7coil)protein
Case#3 Baseline)Only NPY1R 4 164247381 Missense_Mutation C T p.G109D 95 0.063 0.066 NA NA NA neuropeptide)Y)receptor)Y1
Case#3 Baseline)Only RXFP3 5 33937020 Missense_Mutation G A p.G59S 117 0.231 0.239 NA NA NA relaxin/insulin7like)family)peptide)receptor)3
Case#3 Baseline)Only BDP1 5 70751818 Missense_Mutation T G p.D38E 45 0.133 0.138 NA NA NA B)double)prime)1,)subunit)of)RNA)polymerase)III)transcription)initiation)factor)IIIB
Case#3 Baseline)Only TMEM171 5 72419456 Missense_Mutation C G p.R86G 87 0.103 0.107 NA NA NA transmembrane)protein)171
Case#3 Baseline)Only ANKRA2 5 72850174 Missense_Mutation G A p.H260Y 151 0.616 0.638 NA NA NA ankyrin)repeat,)family)A)(RFXANK7like),)2
Case#3 Baseline)Only MEGF10 5 126769142 Frame_Shift_Del C 7 p.S594fs 114 0.263 0.272 NA NA NA multiple)EGF7like7domains)10
Case#3 Baseline)Only PCDHB17 5 140536603 Missense_Mutation G A p.D343N 112 0.616 0.638 NA NA NA protocadherin)beta)17)pseudogene
Case#3 Baseline)Only PCDHB11 5 140581458 Missense_Mutation C T p.S704L 192 0.578 0.598 NA NA NA protocadherin)beta)11
Case#3 Baseline)Only GLRA1 5 151239530 Missense_Mutation C T p.D98N 169 0.562 0.582 NA NA NA glycine)receptor,)alpha)1
Case#3 Baseline)Only GRIA1 5 153190585 Splice_Site G A p.G841S 144 0.521 0.539 NA NA NA glutamate)receptor,)ionotropic,)AMPA)1
Case#3 Baseline)Only GEMIN5 5 154311745 Missense_Mutation C T p.R192Q 102 0.549 0.568 NA NA NA gem)(nuclear)organelle))associated)protein)5
Case#3 Baseline)Only HAVCR1 5 156479444 Frame_Shift_Del TTG 7 p.Q201fs 290 0.066 0.068 NA NA NA hepatitis)A)virus)cellular)receptor)1
Case#3 Baseline)Only COL23A1 5 177666176 Missense_Mutation G A p.P529L 89 0.798 0.826 NA NA NA collagen,)type)XXIII,)alpha)1
Case#3 Baseline)Only OR2Y1 5 180166561 Missense_Mutation C G p.M166I 70 0.157 0.163 NA NA NA olfactory)receptor,)family)2,)subfamily)Y,)member)1
Case#3 Baseline)Only TRIM41 5 180651693 Missense_Mutation G A p.E232K 77 0.714 0.739 NA NA NA tripartite)motif)containing)41
Case#3 Baseline)Only DSP 6 7580550 Missense_Mutation CC TT p.T1376I 108 0.444 0.456 NA NA NA desmoplakin
Case#3 Baseline)Only IP6K3 6 33690912 Missense_Mutation C T p.R273K 122 0.484 0.496 NA NA NA inositol)hexakisphosphate)kinase)3
Case#3 Baseline)Only CUL9 6 43152092 Missense_Mutation G A p.G15E 120 0.492 0.505 NA NA NA cullin)9
Case#3 Baseline)Only CRIP3 6 43273795 Missense_Mutation GG AA p.P188F 126 0.500 0.513 NA NA NA cysteine7rich)protein)3
Case#3 Baseline)Only GPR115 6 47681990 Missense_Mutation G A p.E337K 115 0.574 0.589 NA NA NA G)protein7coupled)receptor)115
Case#3 Baseline)Only FAM162B 6 117086378 Missense_Mutation C A p.Q71H 116 0.052 0.054 NA NA NA family)with)sequence)similarity)162,)member)B
Case#3 Baseline)Only FOXK1 7 4798947 Missense_Mutation C T p.P473S 64 0.219 0.225 NA NA NA forkhead)box)K1
Case#3 Baseline)Only ETV1 7 13978809 Missense_Mutation T C p.S100G 96 0.052 0.053 NA NA NA ets)variant)1
Case#3 Baseline)Only ABCA13 7 48313481 Missense_Mutation G C p.L1406F 164 0.098 0.100 NA NA NA ATP7binding)cassette,)sub7family)A)(ABC1),)member)13
Case#3 Baseline)Only SEMA3C 7 80434967 Missense_Mutation T C p.K216E 249 0.245 0.251 NA NA NA sema)domain,)immunoglobulin)domain)(Ig),)short)basic)domain,)secreted,)(semaphorin))3C
Case#3 Baseline)Only FZD1 7 90894449 Missense_Mutation C T p.P85L 21 0.381 0.391 NA NA NA frizzled)class)receptor)1
Case#3 Baseline)Only AZGP1 7 99564848 Nonsense_Mutation G T p.C225* 183 0.235 0.241 NA NA NA alpha727glycoprotein)1,)zinc7binding
Case#3 Baseline)Only CSMD1 8 3205615 Missense_Mutation C T p.D1126N 85 0.576 0.597 NA NA NA CUB)and)Sushi)multiple)domains)1
Case#3 Baseline)Only RP1L1 8 10464515 Missense_Mutation C T p.G2365R 84 0.643 0.665 NA NA NA retinitis)pigmentosa)17like)1
Case#3 Baseline)Only TOX 8 59872518 Missense_Mutation T C p.Y51C 156 0.673 0.697 NA NA NA thymocyte)selection7associated)high)mobility)group)box
Case#3 Baseline)Only CNGB3 8 87679259 Missense_Mutation T C p.N249S 152 0.546 0.565 NA NA NA cyclic)nucleotide)gated)channel)beta)3
Case#3 Baseline)Only ZFPM2 8 106814964 Missense_Mutation A G p.N885S 106 0.698 0.723 NA NA NA zinc)finger)protein,)FOG)family)member)2
Case#3 Baseline)Only COL14A1 8 121170482 Missense_Mutation T G p.S68A 170 0.165 0.170 NA NA NA collagen,)type)XIV,)alpha)1
Case#3 Baseline)Only TTC39B 9 15188106 Missense_Mutation T C p.I420V 116 0.112 0.118 NA NA NA tetratricopeptide)repeat)domain)39B
Case#3 Baseline)Only FAM214B 9 35108261 Missense_Mutation A T p.V4E 36 0.111 0.117 NA NA NA family)with)sequence)similarity)214,)member)B
Case#3 Baseline)Only PAX5 9 36923406 Missense_Mutation G A p.P286S 69 0.522 0.549 NA NA NA paired)box)5
Case#3 Baseline)Only SPATA31A6 9 43624907 Nonsense_Mutation A C p.Y1260* 23 0.217 0.229 NA NA NA SPATA31)subfamily)A,)member)6
Case#3 Baseline)Only PRUNE2 9 79324179 Missense_Mutation G A p.T1004M 170 0.088 0.093 NA NA NA prune)homolog)2)(Drosophila)
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Case#3 Baseline)Only PRUNE2 9 79324741 Missense_Mutation T C p.N817D 118 0.068 0.071 NA NA NA prune)homolog)2)(Drosophila)
Case#3 Baseline)Only NOXA1 9 140327663 Missense_Mutation C T p.P286L 40 0.125 0.132 NA NA NA NADPH)oxidase)activator)1
Case#3 Baseline)Only POF1B X 84563135 Missense_Mutation T A p.M349L 74 0.122 0.128 NA NA NA premature)ovarian)failure,)1B
Case#3 Baseline)Only H2BFM X 103268333 Missense_Mutation G A p.R22H 70 0.071 0.075 NA NA NA H2B)histone)family,)member)M
Case#3 Baseline)Only GPR112 X 135426693 Missense_Mutation A G p.I276M 56 0.089 0.094 NA NA NA G)protein7coupled)receptor)112
Case#3 Baseline)Only BGN X 152770714 Missense_Mutation A G p.K86R 96 0.063 0.066 NA NA NA biglycan
Case#3 Baseline)Only PLXNB3 X 153039502 Missense_Mutation G C p.E1156D 20 0.200 0.211 NA NA NA plexin)B3
Case#3 Baseline)Only OR1D5 17 2966391 Missense_Mutation G T p.P171T 312 0.256 NA NA NA NA olfactory)receptor,)family)1,)subfamily)D,)member)5
Case#3 Baseline)Only CWH43 4 49063872 Missense_Mutation C A p.H689N 130 0.054 NA NA NA NA cell)wall)biogenesis)43)C7terminal)homolog)(S.)cerevisiae)
Case#3 Baseline)Only AL590708.2 9 130891060 Missense_Mutation G A p.G92E 145 0.076 NA NA NA NA
Case#4 Relapse)Only AK3 9 4740973 Missense_Mutation C T p.G39R NA NA NA 54 0.685 0.926 adenylate)kinase)3
Case#4 Relapse)Only NADK 1 1696717 Missense_Mutation C A p.K43N NA NA NA 137 0.212 0.261 NAD)kinase
Case#4 Relapse)Only MORN1 1 2252916 Missense_Mutation C T p.G467D NA NA NA 24 0.167 0.206 MORN)repeat)containing)1
Case#4 Relapse)Only ALDH4A1 1 19200985 Missense_Mutation C A p.Q517H NA NA NA 243 0.198 0.244 aldehyde)dehydrogenase)4)family,)member)A1
Case#4 Relapse)Only VWA5B1 1 20656824 Missense_Mutation A G p.N469S NA NA NA 98 0.051 0.063 von)Willebrand)factor)A)domain)containing)5B1
Case#4 Relapse)Only TOE1 1 45806991 Missense_Mutation G A p.G71E NA NA NA 133 0.263 0.325 target)of)EGR1,)member)1)(nuclear)
Case#4 Relapse)Only CDCP2 1 54606804 Missense_Mutation C T p.G244R NA NA NA 183 0.115 0.142 CUB)domain)containing)protein)2
Case#4 Relapse)Only TBX15 1 119427467 Missense_Mutation A C p.M566R NA NA NA 118 0.059 0.073 T7box)15
Case#4 Relapse)Only ZNF687 1 151260293 Missense_Mutation A G p.N509S NA NA NA 114 0.219 0.258 zinc)finger)protein)687
Case#4 Relapse)Only HDGF 1 156713558 Missense_Mutation G A p.P201L NA NA NA 86 0.070 0.082 hepatoma7derived)growth)factor
Case#4 Relapse)Only SH2D2A 1 156784085 Splice_Site C A p.E104* NA NA NA 121 0.198 0.233 SH2)domain)containing)2A
Case#4 Relapse)Only FCRLA 1 161683136 Missense_Mutation G A p.R366Q NA NA NA 124 0.073 0.085 Fc)receptor7like)A
Case#4 Relapse)Only PLXNA2 1 208390113 Missense_Mutation C A p.W385C NA NA NA 72 0.208 0.245 plexin)A2
Case#4 Relapse)Only DNAH14 1 225268433 Missense_Mutation T A p.I974N NA NA NA 166 0.187 0.220 dynein,)axonemal,)heavy)chain)14
Case#4 Relapse)Only AGT 1 230845977 Missense_Mutation G A p.T207M NA NA NA 58 0.086 0.101 angiotensinogen)(serpin)peptidase)inhibitor,)clade)A,)member)8)
Case#4 Relapse)Only GREM2 1 240656550 Missense_Mutation G C p.Q76E NA NA NA 197 0.051 0.060 gremlin)2,)DAN)family)BMP)antagonist
Case#4 Relapse)Only OR2L2 1 248202474 Missense_Mutation A G p.Q302R NA NA NA 385 0.171 0.202 olfactory)receptor,)family)2,)subfamily)L,)member)2
Case#4 Relapse)Only PITRM1 10 3191823 Missense_Mutation C T p.V621I NA NA NA 99 0.071 0.087 pitrilysin)metallopeptidase)1
Case#4 Relapse)Only MTPAP 10 30602756 Missense_Mutation G C p.Q511E NA NA NA 164 0.268 0.331 mitochondrial)poly(A))polymerase
Case#4 Relapse)Only SEC24C 10 75519952 Missense_Mutation G T p.G220C NA NA NA 36 0.278 0.343 SEC24)family)member)C
Case#4 Relapse)Only TTC40 10 134647622 Missense_Mutation T A p.Q2291L NA NA NA 57 0.333 0.411
Case#4 Relapse)Only METTL12 11 62434173 Missense_Mutation G A p.G125S NA NA NA 77 0.065 0.080 methyltransferase)like)12
Case#4 Relapse)Only MYO7A 11 76853783 Missense_Mutation T C p.L16S NA NA NA 115 0.078 0.097 myosin)VIIA
Case#4 Relapse)Only ANO2 12 6030405 Missense_Mutation A G p.V108A NA NA NA 133 0.060 0.074 anoctamin)2,)calcium)activated)chloride)channel
Case#4 Relapse)Only GPR162 12 6936122 Missense_Mutation C T p.T507I NA NA NA 90 0.233 0.288 G)protein7coupled)receptor)162
Case#4 Relapse)Only PRB4 12 11461549 Missense_Mutation G C p.P123R NA NA NA 113 0.283 0.350 proline7rich)protein)BstNI)subfamily)4
Case#4 Relapse)Only PRB4 12 11461706 Missense_Mutation G T p.P71T NA NA NA 203 0.227 0.280 proline7rich)protein)BstNI)subfamily)4
Case#4 Relapse)Only KRT78 12 53242440 Missense_Mutation A G p.L92P NA NA NA 159 0.082 0.101 keratin)78
Case#4 Relapse)Only ARHGAP9 12 57869131 Missense_Mutation G A p.R518W NA NA NA 36 0.278 0.343 Rho)GTPase)activating)protein)9
Case#4 Relapse)Only ATXN7L3B 12 74932048 Missense_Mutation G C p.E52D NA NA NA 164 0.274 0.339 ataxin)77like)3B
Case#4 Relapse)Only C12orf50 12 88390205 Missense_Mutation T C p.T143A NA NA NA 118 0.212 0.261 chromosome)12)open)reading)frame)50
Case#4 Relapse)Only RBM19 12 114374887 Missense_Mutation T C p.T665A NA NA NA 126 0.071 0.097 RNA)binding)motif)protein)19
Case#4 Relapse)Only PCDH9 13 66879162 Splice_Site T G NA NA NA 86 0.244 0.279 protocadherin)9
Case#4 Relapse)Only UGGT2 13 96589308 Missense_Mutation C A p.G616V NA NA NA 276 0.199 0.227 UDP7glucose)glycoprotein)glucosyltransferase)2
Case#4 Relapse)Only COL4A1 13 110838794 Missense_Mutation C A p.G612V NA NA NA 72 0.208 0.238 collagen,)type)IV,)alpha)1
Case#4 Relapse)Only C14orf39 14 60932752 Missense_Mutation G A p.A306V NA NA NA 117 0.060 0.074 chromosome)14)open)reading)frame)39
Case#4 Relapse)Only ZFYVE21 14 104199095 Missense_Mutation A C p.H222P NA NA NA 83 0.181 0.223 zinc)finger,)FYVE)domain)containing)21
Case#4 Relapse)Only CCDC33 15 74622678 Missense_Mutation G A p.S480N NA NA NA 118 0.076 0.090 coiled7coil)domain)containing)33
Case#4 Relapse)Only WDR24 16 736857 Missense_Mutation C T p.G537S NA NA NA 83 0.241 0.283 WD)repeat)domain)24
Case#4 Relapse)Only PELP1 17 4578435 Missense_Mutation C G p.V405L NA NA NA 90 0.256 0.315 proline,)glutamate)and)leucine)rich)protein)1
Case#4 Relapse)Only NEURL4 17 7229766 Missense_Mutation G T p.N398K NA NA NA 139 0.237 0.293 neuralized)E3)ubiquitin)protein)ligase)4
Case#4 Relapse)Only TBC1D29 17 28890301 Missense_Mutation G A p.S104N NA NA NA 60 0.100 0.123 TBC1)domain)family,)member)29
Case#4 Relapse)Only SLFN12 17 33749919 Missense_Mutation A C p.S43R NA NA NA 132 0.053 0.065 schlafen)family)member)12
Case#4 Relapse)Only SLFN12L 17 33806164 Nonsense_Mutation C T p.W355* NA NA NA 162 0.216 0.267 schlafen)family)member)127like
Case#4 Relapse)Only C17orf98 17 36997503 Missense_Mutation T C p.Q47R NA NA NA 117 0.051 0.063 chromosome)17)open)reading)frame)98
Case#4 Relapse)Only KRT36 17 39643646 Missense_Mutation G A p.T315M NA NA NA 91 0.110 0.136 keratin)36
Case#4 Relapse)Only TTYH2 17 72240177 Missense_Mutation T G p.S265A NA NA NA 112 0.089 0.110 tweety)family)member)2
Case#4 Relapse)Only NDUFS7 19 1388538 Missense_Mutation C T p.P23L NA NA NA 115 0.061 0.072 NADH)dehydrogenase)(ubiquinone))Fe7S)protein)7,)20kDa)(NADH7coenzyme)Q)reductase)
Case#4 Relapse)Only MKNK2 19 2039727 Missense_Mutation C T p.R428Q NA NA NA 56 0.071 0.084 MAP)kinase)interacting)serine/threonine)kinase)2
Case#4 Relapse)Only MUC16 19 8962010 Missense_Mutation A T p.I14456N NA NA NA 140 0.236 0.277 mucin)16,)cell)surface)associated
Case#4 Relapse)Only ZNF844 19 12184876 Missense_Mutation A C p.N12H NA NA NA 631 0.198 0.233 zinc)finger)protein)844
Case#4 Relapse)Only hsa7mir71199 19 14185226 Missense_Mutation T C p.V198A NA NA NA 144 0.069 0.082
Case#4 Relapse)Only NWD1 19 16855265 Missense_Mutation A G p.I78V NA NA NA 213 0.070 0.083 NACHT)and)WD)repeat)domain)containing)1
Case#4 Relapse)Only CARD8 19 48737706 Nonsense_Mutation A T p.C10* NA NA NA 173 0.058 0.068 caspase)recruitment)domain)family,)member)8
Case#4 Relapse)Only FUT2 19 49206674 Nonsense_Mutation G A p.W154* NA NA NA 134 0.082 0.097 fucosyltransferase)2)(secretor)status)included)
Case#4 Relapse)Only FSHR 2 49189921 Missense_Mutation C T p.S680N NA NA NA 123 0.057 0.077 follicle)stimulating)hormone)receptor
Case#4 Relapse)Only GPAT2 2 96688929 Missense_Mutation G A p.R692C NA NA NA 96 0.250 0.309 glycerol737phosphate)acyltransferase)2,)mitochondrial
Case#4 Relapse)Only INPP4A 2 99172244 Missense_Mutation A G p.T604A NA NA NA 117 0.051 0.060 inositol)polyphosphate747phosphatase,)type)I,)107kDa
Case#4 Relapse)Only POLR1B 2 113309473 Missense_Mutation C T p.S295L NA NA NA 267 0.060 0.070 polymerase)(RNA))I)polypeptide)B,)128kDa
Case#4 Relapse)Only KLHL41 2 170366728 Missense_Mutation G C p.C147S NA NA NA 172 0.180 0.212 kelch7like)family)member)41
Case#4 Relapse)Only SCRN3 2 175268898 Missense_Mutation G A p.M203I NA NA NA 154 0.299 0.351 secernin)3
Case#4 Relapse)Only CUL3 2 225400319 Missense_Mutation G T p.L102I NA NA NA 161 0.137 0.161 cullin)3
Case#4 Relapse)Only ZSWIM1 20 44512136 Missense_Mutation C T p.A302V NA NA NA 92 0.272 0.319 zinc)finger,)SWIM7type)containing)1
Case#4 Relapse)Only ETS2 21 40188935 Missense_Mutation A T p.N170I NA NA NA 194 0.175 0.206 v7ets)avian)erythroblastosis)virus)E26)oncogene)homolog)2
Case#4 Relapse)Only FAM230A 22 20710213 Missense_Mutation A T p.T649S NA NA NA 428 0.091 0.096 family)with)sequence)similarity)230,)member)A
Case#4 Relapse)Only PLXNB2 22 50721492 Missense_Mutation C T p.V935I NA NA NA 93 0.075 0.088 plexin)B2
Case#4 Relapse)Only SHANK3 22 51117034 Missense_Mutation G T p.D121Y NA NA NA 167 0.198 0.232 SH3)and)multiple)ankyrin)repeat)domains)3
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Case#4 Relapse)Only FAM198A 3 43074831 Missense_Mutation G A p.R359Q NA NA NA 110 0.064 0.079 family)with)sequence)similarity)198,)member)A
Case#4 Relapse)Only RAD54L2 3 51668017 Missense_Mutation T A p.F370I NA NA NA 93 0.075 0.093 RAD547like)2)(S.)cerevisiae)
Case#4 Relapse)Only DNAH1 3 52430526 Missense_Mutation G A p.G3801D NA NA NA 103 0.058 0.072 dynein,)axonemal,)heavy)chain)1
Case#4 Relapse)Only DHX15 4 24531266 Missense_Mutation G A p.T743I NA NA NA 223 0.170 0.200 DEAH)(Asp7Glu7Ala7His))box)helicase)15
Case#4 Relapse)Only GRID2 4 94138027 Missense_Mutation T C p.C310R NA NA NA 259 0.212 0.250 glutamate)receptor,)ionotropic,)delta)2
Case#4 Relapse)Only BANK1 4 102839287 Missense_Mutation G A p.A383T NA NA NA 106 0.066 0.078 B7cell)scaffold)protein)with)ankyrin)repeats)1
Case#4 Relapse)Only INPP4B 4 143094937 Missense_Mutation A G p.S403P NA NA NA 150 0.200 0.235 inositol)polyphosphate747phosphatase,)type)II,)105kDa
Case#4 Relapse)Only RPS3A 4 152024138 Missense_Mutation A C p.Q38P NA NA NA 206 0.053 0.063 ribosomal)protein)S3A
Case#4 Relapse)Only AGGF1 5 76332468 Missense_Mutation G T p.V202L NA NA NA 116 0.069 0.085 angiogenic)factor)with)G)patch)and)FHA)domains)1
Case#4 Relapse)Only PCDHGB3 5 140750285 Missense_Mutation G T p.M108I NA NA NA 170 0.288 0.356 protocadherin)gamma)subfamily)B,)3
Case#4 Relapse)Only STK10 5 171532741 Splice_Site C A p.W263C NA NA NA 75 0.213 0.263 serine/threonine)kinase)10
Case#4 Relapse)Only KHDC3L 6 74073531 Missense_Mutation C G p.A201G NA NA NA 77 0.130 0.176 KH)domain)containing)37like,)subcortical)maternal)complex)member
Case#4 Relapse)Only BCLAF1 6 136593183 Missense_Mutation G C p.H665D NA NA NA 228 0.088 0.103 BCL27associated)transcription)factor)1
Case#4 Relapse)Only NOX3 6 155761246 Missense_Mutation G T p.T171K NA NA NA 60 0.083 0.113 NADPH)oxidase)3
Case#4 Relapse)Only SUN1 7 881668 Missense_Mutation C T p.H118Y NA NA NA 85 0.082 0.111 Sad1)and)UNC84)domain)containing)1
Case#4 Relapse)Only CCZ1B 7 6844574 Missense_Mutation C G p.M367I NA NA NA 130 0.092 0.125 CCZ1)vacuolar)protein)trafficking)and)biogenesis)associated)homolog)B)(S.)cerevisiae)
Case#4 Relapse)Only VWDE 7 12396999 Missense_Mutation A T p.S1139R NA NA NA 85 0.329 0.445 von)Willebrand)factor)D)and)EGF)domains
Case#4 Relapse)Only C7orf31 7 25181912 Missense_Mutation T C p.H300R NA NA NA 108 0.065 0.088 chromosome)7)open)reading)frame)31
Case#4 Relapse)Only SH2B2 7 101928495 Missense_Mutation G C p.A16P NA NA NA 72 0.069 0.094 SH2B)adaptor)protein)2
Case#4 Relapse)Only POT1 7 124503424 Missense_Mutation C T p.G176R NA NA NA 102 0.441 0.596 protection)of)telomeres)1
Case#4 Relapse)Only LRGUK 7 133932357 Missense_Mutation T C p.M678T NA NA NA 116 0.069 0.093 leucine7rich)repeats)and)guanylate)kinase)domain)containing
Case#4 Relapse)Only CTAGE15 7 143270172 Missense_Mutation A G p.E421G NA NA NA 105 0.086 0.116 CTAGE)family,)member)15
Case#4 Relapse)Only LRRC61 7 150034378 Missense_Mutation A G p.N143S NA NA NA 21 0.190 0.257 leucine)rich)repeat)containing)61
Case#4 Relapse)Only PCM1 8 17817553 Missense_Mutation G T p.A691S NA NA NA 117 0.051 0.063 pericentriolar)material)1
Case#4 Relapse)Only ERCC6L2 9 98638288 Start_Codon_SNP A G p.M1V NA NA NA 80 0.100 0.135 excision)repair)cross7complementation)group)67like)2
Case#4 Relapse)Only CTNNAL1 9 111727670 Missense_Mutation C G p.E527Q NA NA NA 117 0.060 0.081 catenin)(cadherin7associated)protein),)alpha7like)1
Case#4 Relapse)Only EPB41L4B 9 111945049 Missense_Mutation T G p.N816T NA NA NA 154 0.071 0.097 erythrocyte)membrane)protein)band)4.1)like)4B
Case#4 Relapse)Only DNLZ 9 139256468 Missense_Mutation C G p.S178T NA NA NA 35 0.171 0.232 DNL7type)zinc)finger
Case#4 Relapse)Only EXD3 9 140243844 Missense_Mutation C T p.C545Y NA NA NA 27 0.148 0.200 exonuclease)3'75')domain)containing)3
Case#4 Relapse)Only MAOB X 43656509 Missense_Mutation C A p.A161S NA NA NA 59 0.102 NA monoamine)oxidase)B
Case#4 Relapse)Only STARD8 X 67937976 Missense_Mutation G A p.R327Q NA NA NA 100 0.060 NA StAR7related)lipid)transfer)(START))domain)containing)8
Case#4 Relapse)Only MAGEE1 X 75648447 Missense_Mutation G T p.G42C NA NA NA 113 0.381 NA melanoma)antigen)family)E,)1
Case#4 Relapse)Only ABCD1 X 153002661 Missense_Mutation G C p.V482L NA NA NA 134 0.276 NA ATP7binding)cassette,)sub7family)D)(ALD),)member)1
Case#4 Het7>Homozygous SETBP1 18 42531243 Missense_Mutation G A p.M646I 25 0.520 0.563 22 0.864 1.167 SET)binding)protein)1
Case#4 Baseline)Only NADK 1 1686040 Missense_Mutation G T p.N262K 57 0.123 0.133 NA NA NA NAD)kinase
Case#4 Baseline)Only PRAMEF15 1 13645819 Missense_Mutation G A p.V117I 345 0.270 0.292 NA NA NA PRAME)family)member)15
Case#4 Baseline)Only LGALS8 1 236700836 Missense_Mutation C T p.P29S 181 0.459 0.487 NA NA NA lectin,)galactoside7binding,)soluble,)8
Case#4 Baseline)Only NEBL 10 21120508 Missense_Mutation T A p.D485V 48 0.292 0.316 NA NA NA nebulette
Case#4 Baseline)Only SVIL 10 29769741 Splice_Site T G p.E1701A 65 0.062 0.067 NA NA NA supervillin
Case#4 Baseline)Only NUMA1 11 71732302 Missense_Mutation G T p.D136E 125 0.312 0.338 NA NA NA nuclear)mitotic)apparatus)protein)1
Case#4 Baseline)Only SYTL2 11 85432002 Splice_Site C T p.G487D 49 0.265 0.287 NA NA NA synaptotagmin7like)2
Case#4 Baseline)Only NR2C1 12 95456418 Missense_Mutation C T p.G51S 97 0.052 0.056 NA NA NA nuclear)receptor)subfamily)2,)group)C,)member)1
Case#4 Baseline)Only ADCK1 14 78392234 Missense_Mutation G C p.C379S 98 0.296 0.320 NA NA NA aarF)domain)containing)kinase)1
Case#4 Baseline)Only RPL13 16 89628073 Missense_Mutation G A p.A112T 80 0.088 0.093 NA NA NA ribosomal)protein)L13
Case#4 Baseline)Only RTN4RL1 17 1841037 Missense_Mutation G A p.R27W 73 0.068 0.074 NA NA NA reticulon)4)receptor7like)1
Case#4 Baseline)Only SHISA6 17 11461607 Missense_Mutation G A p.E497K 23 0.348 0.376 NA NA NA shisa)family)member)6
Case#4 Baseline)Only KRTAP971 17 39346139 Splice_Site A G p.M1V 149 0.060 0.065 NA NA NA keratin)associated)protein)971
Case#4 Baseline)Only EMILIN2 18 2891737 Missense_Mutation G A p.E538K 67 0.209 0.226 NA NA NA elastin)microfibril)interfacer)2
Case#4 Baseline)Only MRO 18 48333099 Missense_Mutation GT AA p.T74F 117 0.299 0.324 NA NA NA maestro
Case#4 Baseline)Only PPP1R15A 19 49377424 Missense_Mutation G A p.G312S 68 0.103 0.111 NA NA NA protein)phosphatase)1,)regulatory)subunit)15A
Case#4 Baseline)Only PPP1R15A 19 49377436 Missense_Mutation G C p.A316P 77 0.104 0.112 NA NA NA protein)phosphatase)1,)regulatory)subunit)15A
Case#4 Baseline)Only C2orf44 2 24261224 Nonsense_Mutation G A p.R381* 95 0.326 0.353 NA NA NA chromosome)2)open)reading)frame)44
Case#4 Baseline)Only C2orf16 2 27800620 Missense_Mutation G A p.G394E 63 0.254 0.275 NA NA NA chromosome)2)open)reading)frame)16
Case#4 Baseline)Only LTBP1 2 33589369 Missense_Mutation C T p.P1496S 142 0.282 0.305 NA NA NA latent)transforming)growth)factor)beta)binding)protein)1
Case#4 Baseline)Only RGPD2 2 88125212 Missense_Mutation C G p.A13P 89 0.056 0.061 NA NA NA RANBP27like)and)GRIP)domain)containing)2
Case#4 Baseline)Only RGPD8 2 113190990 Nonsense_Mutation G T p.S14* 56 0.107 0.116 NA NA NA RANBP27like)and)GRIP)domain)containing)8
Case#4 Baseline)Only PTH2R 2 209309571 Missense_Mutation C T p.S271L 136 0.059 0.064 NA NA NA parathyroid)hormone)2)receptor
Case#4 Baseline)Only TNS1 2 218669225 Missense_Mutation T C p.N1722S 68 0.103 0.111 NA NA NA tensin)1
Case#4 Baseline)Only ALPP 2 233244930 Missense_Mutation G C p.R231P 183 0.093 0.101 NA NA NA alkaline)phosphatase,)placental
Case#4 Baseline)Only LRRFIP1 2 238668783 Missense_Mutation A G p.Q275R 136 0.059 0.064 NA NA NA leucine)rich)repeat)(in)FLII))interacting)protein)1
Case#4 Baseline)Only DOPEY2 21 37603196 Missense_Mutation C T p.S705F 86 0.058 0.062 NA NA NA dopey)family)member)2
Case#4 Baseline)Only TXNRD2 22 19907099 Missense_Mutation C A p.A66S 103 0.078 0.082 NA NA NA thioredoxin)reductase)2
Case#4 Baseline)Only FANCD2OS 3 10146268 Missense_Mutation A G p.L64P 186 0.065 0.070 NA NA NA FANCD2)opposite)strand
Case#4 Baseline)Only ZDHHC23 3 113673125 Missense_Mutation A G p.K247R 69 0.058 0.063 NA NA NA zinc)finger,)DHHC7type)containing)23
Case#4 Baseline)Only GFRAL 6 55196568 Nonsense_Mutation T G p.Y26* 256 0.125 0.129 NA NA NA GDNF)family)receptor)alpha)like
Case#4 Baseline)Only GPR146 7 1097183 Missense_Mutation G A p.G11E 107 0.103 0.116 NA NA NA G)protein7coupled)receptor)146
Case#4 Baseline)Only CPVL 7 29160604 Missense_Mutation C T p.R25H 59 0.085 0.095 NA NA NA carboxypeptidase,)vitellogenic7like
Case#4 Baseline)Only SPDYE1 7 44047066 Missense_Mutation T C p.C278R 280 0.089 0.100 NA NA NA speedy/RINGO)cell)cycle)regulator)family)member)E1
Case#4 Baseline)Only C7orf72 7 50180972 Missense_Mutation C T p.T358I 45 0.133 0.150 NA NA NA chromosome)7)open)reading)frame)72
Case#4 Baseline)Only CSMD1 8 3263699 Nonsense_Mutation C A p.G707* 51 0.373 0.403 NA NA NA CUB)and)Sushi)multiple)domains)1
Case#4 Baseline)Only EPPK1 8 144940260 Missense_Mutation C T p.D2388N 206 0.053 0.058 NA NA NA epiplakin)1
Case#4 Baseline)Only SLC39A4 8 145639726 Missense_Mutation T C p.T357A 111 0.081 0.088 NA NA NA solute)carrier)family)39)(zinc)transporter),)member)4
Case#4 Baseline)Only ANKRD18A 9 38571130 Missense_Mutation C A p.A183S 75 0.067 0.075 NA NA NA ankyrin)repeat)domain)18A
Case#4 Baseline)Only GOLGA1 9 127661645 Missense_Mutation G A p.T425M 29 0.138 0.155 NA NA NA golgin)A1
Case#4 Baseline)Only PNPLA7 9 140358581 Missense_Mutation C T p.D1050N 41 0.146 0.164 NA NA NA patatin7like)phospholipase)domain)containing)7

 91 



Supplementary Table S6 - List of gene transcripts studied in the Nanostring panel."

!List!of!genes!chosen!for!the!nCounter!analysis!including!housekeeping!genes!used!for!normalization,!
positive!and!negatives!controls.!!!*Indicates!part!of!custom!gene!list!

Number Gene Name Accession# Class name 
1 A2M NM_000014.4 Endogenous 
2 ABCB1 NM_000927.3 Endogenous 
3 ABL1 NM_005157.3 Endogenous 
4 ADA NM_000022.2 Endogenous 
5 ADORA2A NM_000675.3 Endogenous 
6 AICDA NM_020661.1 Endogenous 
7 AIRE NM_000383.2 Endogenous 
8 AKT1* NM_005163.2 Endogenous 
9 AKT3 NM_181690.1 Endogenous 

10 ALCAM NM_001627.3 Endogenous 
11 AMBP NM_001633.3 Endogenous 
12 AMICA1 NM_153206.2 Endogenous 
13 ANP32B NM_006401.2 Endogenous 
14 ANXA1 NM_000700.1 Endogenous 
15 APOE NM_000041.2 Endogenous 
16 APP NM_000484.3 Endogenous 
17 ARG1 NM_000045.2 Endogenous 
18 ARG2 NM_001172.3 Endogenous 
19 ATF1 NM_005171.2 Endogenous 
20 ATF2 NM_001256090.1 Endogenous 
21 ATG10 NM_001131028.1 Endogenous 
22 ATG12 NM_004707.2 Endogenous 
23 ATG16L1 NM_198890.2 Endogenous 
24 ATG5 NM_004849.2 Endogenous 
25 ATG7 NM_001136031.2 Endogenous 
26 ATM NM_000051.3 Endogenous 
27 AXL NM_021913.2 Endogenous 
28 BAGE NM_001187.1 Endogenous 
29 BATF NM_006399.3 Endogenous 
30 BAX NM_138761.3 Endogenous 
31 BCL10 NM_003921.2 Endogenous 
32 BCL2 NM_000657.2 Endogenous 
33 BCL2L1 NM_001191.2 Endogenous 
34 BCL6 NM_001706.2 Endogenous 
35 BID NM_001196.2 Endogenous 
36 BIRC5 NM_001168.2 Endogenous 
37 BLK NM_001715.2 Endogenous 
38 BLNK NM_013314.2 Endogenous 
39 BMI1 NM_005180.5 Endogenous 
40 BST1 NM_004334.2 Endogenous 
41 BST2 NM_004335.2 Endogenous 
42 BTK NM_000061.1 Endogenous 
43 BTLA NM_181780.2 Endogenous 
44 C1QA NM_015991.2 Endogenous 
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45 C1QB NM_000491.3 Endogenous 
46 C1QBP NM_001212.3 Endogenous 
47 C1R NM_001733.4 Endogenous 
48 C1S NM_001734.2 Endogenous 
49 C2 NM_000063.3 Endogenous 
50 C3 NM_000064.2 Endogenous 
51 C3AR1 NM_004054.2 Endogenous 
52 C4B NM_001002029.3 Endogenous 
53 C4BPA NM_000715.3 Endogenous 
54 C5 NM_001735.2 Endogenous 
55 C6 NM_000065.2 Endogenous 
56 C7 NM_000587.2 Endogenous 
57 C8A NM_000562.2 Endogenous 
58 C8B NM_000066.2 Endogenous 
59 C8G NM_000606.2 Endogenous 
60 C9 NM_001737.3 Endogenous 
61 CAMP NM_004345.3 Endogenous 
62 CARD11 NM_032415.2 Endogenous 
63 CARD9 NM_052813.4 Endogenous 
64 CASP1 NM_001223.3 Endogenous 
65 CASP10 NM_032977.3 Endogenous 
66 CASP3 NM_032991.2 Endogenous 
67 CASP8 NM_001228.4 Endogenous 
68 CCL1 NM_002981.1 Endogenous 
69 CCL11 NM_002986.2 Endogenous 
70 CCL13 NM_005408.2 Endogenous 
71 CCL14 NM_032963.3 Endogenous 
72 CCL15 NM_032965.3 Endogenous 
73 CCL16 NM_004590.2 Endogenous 
74 CCL17 NM_002987.2 Endogenous 
75 CCL18 NM_002988.2 Endogenous 
76 CCL19 NM_006274.2 Endogenous 
77 CCL2 NM_002982.3 Endogenous 
78 CCL20 NM_004591.1 Endogenous 
79 CCL21 NM_002989.2 Endogenous 
80 CCL22 NM_002990.3 Endogenous 
81 CCL23 NM_145898.1 Endogenous 
82 CCL24 NM_002991.2 Endogenous 
83 CCL25 NM_005624.2 Endogenous 
84 CCL26 NM_006072.4 Endogenous 
85 CCL27 NM_006664.2 Endogenous 
86 CCL28 NM_148672.2 Endogenous 
87 CCL3 NM_002983.2 Endogenous 
88 CCL3L1 NM_021006.4 Endogenous 
89 CCL4 NM_002984.2 Endogenous 
90 CCL5 NM_002985.2 Endogenous 
91 CCL7 NM_006273.2 Endogenous 
92 CCL8 NM_005623.2 Endogenous 
93 CCND3 NM_001760.2 Endogenous 
94 CCR1 NM_001295.2 Endogenous 
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95 CCR2 NM_001123041.2 Endogenous 
96 CCR3 NM_001837.2 Endogenous 
97 CCR4 NM_005508.4 Endogenous 
98 CCR5 NM_000579.1 Endogenous 
99 CCR6 NM_031409.2 Endogenous 

100 CCR7 NM_001838.2 Endogenous 
101 CCR9 NM_031200.1 Endogenous 
102 CCRL2 NM_003965.4 Endogenous 
103 CD14 NM_000591.2 Endogenous 
104 CD160 NM_007053.2 Endogenous 
105 CD163 NM_004244.4 Endogenous 
106 CD164 NM_006016.4 Endogenous 
107 CD180 NM_005582.2 Endogenous 
108 CD19 NM_001770.4 Endogenous 
109 CD1A NM_001763.2 Endogenous 
110 CD1B NM_001764.2 Endogenous 
111 CD1C NM_001765.2 Endogenous 
112 CD1D NM_001766.3 Endogenous 
113 CD1E NM_001042583.1 Endogenous 
114 CD2 NM_001767.3 Endogenous 
115 CD200 NM_005944.5 Endogenous 
116 CD207 NM_015717.2 Endogenous 
117 CD209 NM_021155.2 Endogenous 
118 CD22 NM_001771.2 Endogenous 
119 CD24 NM_013230.2 Endogenous 
120 CD244 NM_016382.2 Endogenous 
121 CD247 NM_198053.1 Endogenous 
122 CD27 NM_001242.4 Endogenous 
123 CD274 NM_014143.3 Endogenous 
124 CD276 NM_001024736.1 Endogenous 
125 CD28 NM_001243078.1 Endogenous 
126 CD33 NM_001177608.1 Endogenous 
127 CD34 NM_001025109.1 Endogenous 
128 CD36 NM_001001548.2 Endogenous 
129 CD37 NM_001774.2 Endogenous 
130 CD38 NM_001775.2 Endogenous 
131 CD3D NM_000732.4 Endogenous 
132 CD3E NM_000733.2 Endogenous 
133 CD3EAP NM_012099.1 Endogenous 
134 CD3G NM_000073.2 Endogenous 
135 CD4 NM_000616.4 Endogenous 
136 CD40 NM_001250.4 Endogenous 
137 CD40LG NM_000074.2 Endogenous 
138 CD44 NM_001001392.1 Endogenous 
139 CD46 NM_172350.1 Endogenous 
140 CD47 NM_001777.3 Endogenous 
141 CD48 NM_001778.2 Endogenous 
142 CD5 NM_014207.2 Endogenous 
143 CD53 NM_001040033.1 Endogenous 
144 CD55 NM_000574.3 Endogenous 
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145 CD58 NM_001779.2 Endogenous 
146 CD59 NM_000611.4 Endogenous 
147 CD6 NM_006725.3 Endogenous 
148 CD63 NM_001780.4 Endogenous 
149 CD68 NM_001251.2 Endogenous 
150 CD7 NM_006137.6 Endogenous 
151 CD70 NM_001252.2 Endogenous 
152 CD74 NM_001025159.1 Endogenous 
153 CD79A NM_001783.3 Endogenous 
154 CD79B NM_021602.2 Endogenous 
155 CD80 NM_005191.3 Endogenous 
156 CD81 NM_004356.3 Endogenous 
157 CD83 NM_004233.3 Endogenous 
158 CD84 NM_001184879.1 Endogenous 
159 CD86 NM_175862.3 Endogenous 
160 CD8A NM_001768.5 Endogenous 
161 CD8B NM_004931.3 Endogenous 
162 CD9 NM_001769.2 Endogenous 
163 CD96 NM_005816.4 Endogenous 
164 CD97 NM_078481.2 Endogenous 
165 CD99 NM_002414.3 Endogenous 
166 CDH1 NM_004360.2 Endogenous 
167 CDH5 NM_001795.3 Endogenous 
168 CDK1 NM_001786.4 Endogenous 
169 CDKN1A NM_000389.2 Endogenous 
170 CEACAM1 NM_001712.3 Endogenous 
171 CEACAM6 NM_002483.4 Endogenous 
172 CEACAM8 NM_001816.3 Endogenous 
173 CEBPB NM_005194.2 Endogenous 
174 CFB NM_001710.5 Endogenous 
175 CFD NM_001928.2 Endogenous 
176 CFI NM_000204.3 Endogenous 
177 CFP NM_002621.2 Endogenous 
178 CHIT1 NM_003465.2 Endogenous 
179 CHUK NM_001278.3 Endogenous 
180 CKLF NM_181640.2 Endogenous 
181 CLEC4A NM_194448.2 Endogenous 
182 CLEC4C NM_203503.1 Endogenous 
183 CLEC5A NM_013252.2 Endogenous 
184 CLEC6A NM_001007033.1 Endogenous 
185 CLEC7A NM_197954.2 Endogenous 
186 CLU NM_001831.2 Endogenous 
187 CMA1 NM_001836.2 Endogenous 
188 CMKLR1 NM_004072.1 Endogenous 
189 COL3A1 NM_000090.3 Endogenous 
190 COLEC12 NM_130386.2 Endogenous 
191 CR1 NM_000651.4 Endogenous 
192 CR2 NM_001006658.1 Endogenous 
193 CREB1 NM_004379.3 Endogenous 
194 CREB5 NM_182898.2 Endogenous 
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195 CREBBP NM_004380.2 Endogenous 
196 CRK* NM_016823.2 Endogenous 
197 CRKL* NM_005207.3 Endogenous 
198 CRP NM_000567.2 Endogenous 
199 CSF1 NM_000757.4 Endogenous 
200 CSF1R NM_005211.2 Endogenous 
201 CSF2 NM_000758.2 Endogenous 
202 CSF2RB NM_000395.2 Endogenous 
203 CSF3 NM_000759.3 Endogenous 
204 CSF3R NM_156038.2 Endogenous 
205 CT45A1 NM_001017417.1 Endogenous 
206 CTAG1B NM_001327.2 Endogenous 
207 CTAGE1 NM_172241.2 Endogenous 
208 CTCFL NM_001269042.1 Endogenous 
209 CTLA4 NM_005214.3 Endogenous 
210 CTSG NM_001911.2 Endogenous 
211 CTSH NM_004390.3 Endogenous 
212 CTSL NM_001912.4 Endogenous 
213 CTSS NM_004079.3 Endogenous 
214 CTSW NM_001335.3 Endogenous 
215 CX3CL1 NM_002996.3 Endogenous 
216 CX3CR1 NM_001337.3 Endogenous 
217 CXCL1 NM_001511.1 Endogenous 
218 CXCL10 NM_001565.1 Endogenous 
219 CXCL11 NM_005409.4 Endogenous 
220 CXCL12 NM_000609.5 Endogenous 
221 CXCL13 NM_006419.2 Endogenous 
222 CXCL14 NM_004887.4 Endogenous 
223 CXCL16 NM_001100812.1 Endogenous 
224 CXCL2 NM_002089.3 Endogenous 
225 CXCL3 NM_002090.2 Endogenous 
226 CXCL5 NM_002994.3 Endogenous 
227 CXCL6 NM_002993.3 Endogenous 
228 CXCL9 NM_002416.1 Endogenous 
229 CXCR1 NM_000634.2 Endogenous 
230 CXCR2 NM_001557.2 Endogenous 
231 CXCR3 NM_001504.1 Endogenous 
232 CXCR4 NM_003467.2 Endogenous 
233 CXCR5 NM_001716.3 Endogenous 
234 CXCR6 NM_006564.1 Endogenous 
235 CYBB NM_000397.3 Endogenous 
236 CYFIP2 NM_001037332.2 Endogenous 
237 CYLD NM_015247.1 Endogenous 
238 DDX43 NM_018665.2 Endogenous 
239 DDX58 NM_014314.3 Endogenous 
240 DEFB1 NM_005218.3 Endogenous 
241 DMBT1 NM_007329.2 Endogenous 
242 DOCK9 NM_001130048.1 Endogenous 
243 DPP4 NM_001935.3 Endogenous 
244 DUSP4 NM_057158.2 Endogenous 
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245 DUSP6 NM_001946.2 Endogenous 
246 EBI3 NM_005755.2 Endogenous 
247 ECSIT NM_001142464.2 Endogenous 
248 EGR1 NM_001964.2 Endogenous 
249 EGR2 NM_000399.3 Endogenous 
250 ELANE NM_001972.2 Endogenous 
251 ELK1 NM_005229.3 Endogenous 
252 ENG NM_001114753.1 Endogenous 
253 ENTPD1 NM_001098175.1 Endogenous 
254 EOMES NM_005442.2 Endogenous 
255 EP300 NM_001429.2 Endogenous 
256 EPCAM NM_002354.1 Endogenous 
257 ETS1 NM_005238.3 Endogenous 
258 EWSR1 NM_013986.3 Endogenous 
259 F12 NM_000505.3 Endogenous 
260 F13A1 NM_000129.3 Endogenous 
261 F2RL1 NM_005242.3 Endogenous 
262 FADD NM_003824.2 Endogenous 
263 FAS NM_000043.3 Endogenous 
264 FCER1A NM_002001.2 Endogenous 
265 FCER1G NM_004106.1 Endogenous 
266 FCER2 NM_002002.4 Endogenous 
267 FCGR1A NM_000566.3 Endogenous 
268 FCGR2A NM_021642.3 Endogenous 
269 FCGR2B NM_001002273.1 Endogenous 
270 FCGR3A NM_000569.6 Endogenous 
271 FEZ1 NM_005103.4 Endogenous 
272 FLT3 NM_004119.1 Endogenous 
273 FLT3LG NM_001459.3 Endogenous 
274 FN1 NM_212482.1 Endogenous 
275 FOS NM_005252.2 Endogenous 
276 FOXJ1 NM_001454.3 Endogenous 
277 FOXP3 NM_014009.3 Endogenous 
278 FPR2 NM_001462.3 Endogenous 
279 FUT5 NM_002034.2 Endogenous 
280 FUT7 NM_004479.3 Endogenous 
281 FYN NM_002037.3 Endogenous 
282 GAGE1 NM_001040663.2 Endogenous 
283 GATA3 NM_001002295.1 Endogenous 
284 GNLY NM_006433.2 Endogenous 
285 GPI NM_000175.2 Endogenous 
286 GTF3C1 NM_001520.3 Endogenous 
287 GZMA NM_006144.2 Endogenous 
288 GZMB NM_004131.3 Endogenous 
289 GZMH NM_033423.3 Endogenous 
290 GZMK NM_002104.2 Endogenous 
291 GZMM NM_005317.2 Endogenous 
292 HAMP NM_021175.2 Endogenous 
293 HAVCR2 NM_032782.3 Endogenous 
294 HCK NM_002110.2 Endogenous 
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295 HLA-A NM_002116.5 Endogenous 
296 HLA-B NM_005514.6 Endogenous 
297 HLA-C NM_002117.4 Endogenous 
298 HLA-DMA NM_006120.3 Endogenous 
299 HLA-DMB NM_002118.3 Endogenous 
300 HLA-DOB NM_002120.3 Endogenous 
301 HLA-DPA1 NM_033554.2 Endogenous 
302 HLA-DPB1 NM_002121.4 Endogenous 
303 HLA-DQA1 NM_002122.3 Endogenous 
304 HLA-DQB1 NM_002123.3 Endogenous 
305 HLA-DRA NM_019111.3 Endogenous 
306 HLA-DRB3 NM_022555.3 Endogenous 
307 HLA-DRB4 NM_021983.4 Endogenous 
308 HLA-E NM_005516.4 Endogenous 
309 HLA-G NM_002127.4 Endogenous 
310 HMGB1 NM_002128.4 Endogenous 
311 HRAS NM_005343.2 Endogenous 
312 HSD11B1 NM_181755.1 Endogenous 
313 ICAM1 NM_000201.2 Endogenous 
314 ICAM2 NM_000873.3 Endogenous 
315 ICAM3 NM_002162.3 Endogenous 
316 ICAM4 NM_001039132.1 Endogenous 
317 ICOS NM_012092.2 Endogenous 
318 ICOSLG NM_015259.4 Endogenous 
319 IDO1 NM_002164.3 Endogenous 
320 IFI16 NM_005531.1 Endogenous 
321 IFI27 NM_005532.3 Endogenous 
322 IFI35 NM_005533.3 Endogenous 
323 IFIH1 NM_022168.2 Endogenous 
324 IFIT1 NM_001548.3 Endogenous 
325 IFIT2 NM_001547.4 Endogenous 
326 IFITM1 NM_003641.3 Endogenous 
327 IFITM2 NM_006435.2 Endogenous 
328 IFNA1 NM_024013.1 Endogenous 
329 IFNA17 NM_021268.2 Endogenous 
330 IFNA2 NM_000605.3 Endogenous 
331 IFNA7 NM_021057.2 Endogenous 
332 IFNA8 NM_002170.3 Endogenous 
333 IFNAR1 NM_000629.2 Endogenous 
334 IFNAR2* NM_000874.3 Endogenous 
335 IFNB1 NM_002176.2 Endogenous 
336 IFNG NM_000619.2 Endogenous 
337 IFNGR1 NM_000416.1 Endogenous 
338 IFNGR2 NM_005534.3 Endogenous 
339 IFNL1 NM_172140.1 Endogenous 
340 IFNL2 NM_172138.1 Endogenous 
341 IGF1R NM_000875.2 Endogenous 
342 IGF2R NM_000876.1 Endogenous 
343 IGLL1 NM_020070.2 Endogenous 
344 IKBKB NM_001556.1 Endogenous 
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345 IKBKE NM_014002.2 Endogenous 
346 IKBKG NM_003639.2 Endogenous 
347 IL10 NM_000572.2 Endogenous 
348 IL10RA NM_001558.2 Endogenous 
349 IL11 NM_000641.2 Endogenous 
350 IL11RA NM_147162.1 Endogenous 
351 IL12A NM_000882.2 Endogenous 
352 IL12B NM_002187.2 Endogenous 
353 IL12RB1 NM_005535.1 Endogenous 
354 IL12RB2 NM_001559.2 Endogenous 
355 IL13 NM_002188.2 Endogenous 
356 IL13RA1 NM_001560.2 Endogenous 
357 IL13RA2 NM_000640.2 Endogenous 
358 IL15 NM_172174.1 Endogenous 
359 IL15RA NM_002189.2 Endogenous 
360 IL16 NM_004513.4 Endogenous 
361 IL17A NM_002190.2 Endogenous 
362 IL17B NM_014443.2 Endogenous 
363 IL17F NM_052872.3 Endogenous 
364 IL17RA NM_014339.6 Endogenous 
365 IL17RB NM_018725.3 Endogenous 
366 IL18 NM_001562.2 Endogenous 
367 IL18R1 NM_003855.2 Endogenous 
368 IL18RAP NM_003853.2 Endogenous 
369 IL19 NM_013371.3 Endogenous 
370 IL1A NM_000575.3 Endogenous 
371 IL1B NM_000576.2 Endogenous 
372 IL1R1 NM_000877.2 Endogenous 
373 IL1R2 NM_173343.1 Endogenous 
374 IL1RAP NM_002182.2 Endogenous 
375 IL1RAPL2 NM_017416.1 Endogenous 
376 IL1RL1 NM_016232.4 Endogenous 
377 IL1RL2 NM_003854.2 Endogenous 
378 IL1RN NM_000577.3 Endogenous 
379 IL2 NM_000586.2 Endogenous 
380 IL21 NM_021803.2 Endogenous 
381 IL21R NM_021798.2 Endogenous 
382 IL22 NM_020525.4 Endogenous 
383 IL22RA1 NM_021258.2 Endogenous 
384 IL22RA2 NM_181310.1 Endogenous 
385 IL23A NM_016584.2 Endogenous 
386 IL23R NM_144701.2 Endogenous 
387 IL24 NM_181339.1 Endogenous 
388 IL25 NM_022789.2 Endogenous 
389 IL26 NM_018402.1 Endogenous 
390 IL27 NM_145659.3 Endogenous 
391 IL2RA NM_000417.1 Endogenous 
392 IL2RB NM_000878.2 Endogenous 
393 IL2RG NM_000206.1 Endogenous 
394 IL3 NM_000588.3 Endogenous 
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395 IL32 NM_001012633.1 Endogenous 
396 IL34 NM_152456.1 Endogenous 
397 IL3RA NM_002183.2 Endogenous 
398 IL4 NM_000589.2 Endogenous 
399 IL4R NM_000418.2 Endogenous 
400 IL5 NM_000879.2 Endogenous 
401 IL5RA NM_000564.3 Endogenous 
402 IL6 NM_000600.1 Endogenous 
403 IL6R NM_000565.2 Endogenous 
404 IL6ST NM_002184.2 Endogenous 
405 IL7 NM_000880.2 Endogenous 
406 IL7R NM_002185.2 Endogenous 
407 IL8 NM_000584.2 Endogenous 
408 IL9 NM_000590.1 Endogenous 
409 ILF3 NM_001137673.1 Endogenous 
410 INPP5D NM_005541.3 Endogenous 
411 IRAK1 NM_001569.3 Endogenous 
412 IRAK2 NM_001570.3 Endogenous 
413 IRAK4 NM_016123.1 Endogenous 
414 IRF1 NM_002198.1 Endogenous 
415 IRF2 NM_002199.3 Endogenous 
416 IRF3 NM_001571.5 Endogenous 
417 IRF4 NM_002460.1 Endogenous 
418 IRF5 NM_002200.3 Endogenous 
419 IRF7 NM_001572.3 Endogenous 
420 IRF8 NM_002163.2 Endogenous 
421 IRF9* NM_006084.4 Endogenous 
422 IRGM NM_001145805.1 Endogenous 
423 IRS1* NM_005544.2 Endogenous 
424 ISG15 NM_005101.3 Endogenous 
425 ISG20 NM_002201.4 Endogenous 
426 ITCH NM_001257138.1 Endogenous 
427 ITGA1 NM_181501.1 Endogenous 
428 ITGA2 NM_002203.2 Endogenous 
429 ITGA2B NM_000419.3 Endogenous 
430 ITGA4 NM_000885.4 Endogenous 
431 ITGA5 NM_002205.2 Endogenous 
432 ITGA6 NM_000210.1 Endogenous 
433 ITGAE NM_002208.4 Endogenous 
434 ITGAL NM_002209.2 Endogenous 
435 ITGAM NM_000632.3 Endogenous 
436 ITGAX NM_000887.3 Endogenous 
437 ITGB1 NM_033666.2 Endogenous 
438 ITGB2 NM_000211.2 Endogenous 
439 ITGB3 NM_000212.2 Endogenous 
440 ITGB4 NM_001005731.1 Endogenous 
441 ITK NM_005546.3 Endogenous 
442 JAK1 NM_002227.1 Endogenous 
443 JAK2 NM_004972.2 Endogenous 
444 JAK3 NM_000215.2 Endogenous 
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445 JAM3 NM_032801.3 Endogenous 
446 KIR3DL1 NM_013289.2 Endogenous 
447 KIR3DL2 NM_006737.2 Endogenous 
448 KIR3DL3 NM_153443.3 Endogenous 
449 KIR_Activating_Subgroup_1 NM_001083539.1 Endogenous 
450 KIR_Activating_Subgroup_2 NM_014512.1 Endogenous 
451 KIR_Inhibiting_Subgroup_1 NM_014218.2 Endogenous 
452 KIR_Inhibiting_Subgroup_2 NM_014511.3 Endogenous 
453 KIT NM_000222.2 Endogenous 
454 KLRB1 NM_002258.2 Endogenous 
455 KLRC1 NM_002259.3 Endogenous 
456 KLRC2 NM_002260.3 Endogenous 
457 KLRD1 NM_002262.3 Endogenous 
458 KLRF1 NM_016523.1 Endogenous 
459 KLRG1 NM_005810.3 Endogenous 
460 KLRK1 NM_007360.3 Endogenous 
461 LAG3 NM_002286.5 Endogenous 
462 LAIR2 NM_002288.3 Endogenous 
463 LAMP1 NM_005561.3 Endogenous 
464 LAMP2 NM_001122606.1 Endogenous 
465 LAMP3 NM_014398.3 Endogenous 
466 LBP NM_004139.2 Endogenous 
467 LCK NM_005356.2 Endogenous 
468 LCN2 NM_005564.3 Endogenous 
469 LCP1 NM_002298.4 Endogenous 
470 LGALS3 NM_001177388.1 Endogenous 
471 LIF NM_002309.3 Endogenous 
472 LILRA1 NM_006863.1 Endogenous 
473 LILRA4 NM_012276.3 Endogenous 
474 LILRA5 NM_181879.2 Endogenous 
475 LILRB1 NM_001081637.1 Endogenous 
476 LILRB2 NM_005874.1 Endogenous 
477 LILRB3 NM_006864.2 Endogenous 
478 LRP1 NM_002332.2 Endogenous 
479 LRRN3 NM_001099660.1 Endogenous 
480 LTA NM_000595.2 Endogenous 
481 LTB NM_002341.1 Endogenous 
482 LTBR NM_002342.1 Endogenous 
483 LTF NM_002343.2 Endogenous 
484 LTK NM_001135685.1 Endogenous 
485 LY86 NM_004271.3 Endogenous 
486 LY9 NM_001033667.1 Endogenous 
487 LY96 NM_015364.2 Endogenous 
488 LYN NM_002350.1 Endogenous 
489 MAF NM_005360.4 Endogenous 
490 MAGEA1 NM_004988.4 Endogenous 
491 MAGEA12 NM_001166386.1 Endogenous 
492 MAGEA3 NM_005362.3 Endogenous 
493 MAGEA4 NM_001011548.1 Endogenous 
494 MAGEB2 NM_002364.4 Endogenous 
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495 MAGEC1 NM_005462.4 Endogenous 
496 MAGEC2 NM_016249.3 Endogenous 
497 MAP2K1 NM_002755.2 Endogenous 
498 MAP2K2 NM_030662.2 Endogenous 
499 MAP2K4 NM_003010.2 Endogenous 
500 MAP3K1 NM_005921.1 Endogenous 
501 MAP3K5 NM_005923.3 Endogenous 
502 MAP3K7 NM_145333.1 Endogenous 
503 MAP4K2 NM_004579.2 Endogenous 
504 MAPK1 NM_138957.2 Endogenous 
505 MAPK11 NM_002751.5 Endogenous 
506 MAPK14 NM_001315.1 Endogenous 
507 MAPK3 NM_001040056.1 Endogenous 
508 MAPK6* NM_002748.2 Endogenous 
509 MAPK8 NM_002750.2 Endogenous 
510 MAPKAPK2 NM_004759.3 Endogenous 
511 MARCO NM_006770.3 Endogenous 
512 MASP1 NM_139125.3 Endogenous 
513 MASP2 NM_139208.1 Endogenous 
514 MAVS NM_020746.3 Endogenous 
515 MBL2 NM_000242.2 Endogenous 
516 MCAM NM_006500.2 Endogenous 
517 MEF2C NM_002397.3 Endogenous 
518 MEFV NM_000243.2 Endogenous 
519 MERTK NM_006343.2 Endogenous 
520 MFGE8 NM_001114614.1 Endogenous 
521 MICA NM_000247.1 Endogenous 
522 MICB NM_005931.3 Endogenous 
523 MIF NM_002415.1 Endogenous 
524 MME NM_000902.2 Endogenous 
525 MNX1 NM_005515.3 Endogenous 
526 MPPED1 NM_001044370.1 Endogenous 
527 MR1 NM_001531.2 Endogenous 
528 MRC1 NM_002438.2 Endogenous 
529 MS4A1 NM_152866.2 Endogenous 
530 MS4A2 NM_000139.3 Endogenous 
531 MSR1 NM_002445.3 Endogenous 
532 MST1R NM_002447.1 Endogenous 
533 MUC1 NM_001018017.1 Endogenous 
534 MX1 NM_002462.2 Endogenous 
535 MYD88 NM_002468.3 Endogenous 
536 NCAM1 NM_000615.5 Endogenous 
537 NCF4 NM_000631.4 Endogenous 
538 NCR1 NM_004829.5 Endogenous 
539 NEFL NM_006158.3 Endogenous 
540 NFATC1 NM_172389.1 Endogenous 
541 NFATC2 NM_012340.3 Endogenous 
542 NFATC3 NM_004555.2 Endogenous 
543 NFATC4 NM_001136022.2 Endogenous 
544 NFKB1 NM_003998.2 Endogenous 
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545 NFKB2 NM_002502.2 Endogenous 
546 NFKBIA NM_020529.1 Endogenous 
547 NLRC5 NM_032206.4 Endogenous 
548 NLRP3 NM_001079821.2 Endogenous 
549 NOD1 NM_006092.1 Endogenous 
550 NOD2 NM_022162.1 Endogenous 
551 NOS2A NM_153292.1 Endogenous 
552 NOTCH1 NM_017617.3 Endogenous 
553 NRP1 NM_003873.5 Endogenous 
554 NT5E NM_002526.2 Endogenous 
555 NUP107 NM_020401.2 Endogenous 
556 OAS3 NM_006187.2 Endogenous 
557 OSM NM_020530.4 Endogenous 
558 PASD1 NM_173493.2 Endogenous 
559 PAX5 NM_016734.1 Endogenous 
560 PBK NM_018492.2 Endogenous 
561 PDCD1 NM_005018.1 Endogenous 
562 PDCD1LG2 NM_025239.3 Endogenous 
563 PDGFC NM_016205.2 Endogenous 
564 PDGFRB NM_002609.3 Endogenous 
565 PECAM1 NM_000442.3 Endogenous 
566 PIAS1* NM_016166.1 Endogenous 
567 PIK3C2A* NM_002645.1 Endogenous 
568 PIK3C2B* NM_002646.3 Endogenous 
569 PIK3C2G* NM_004570.4 Endogenous 
570 PIK3CA* NM_006218.2 Endogenous 
571 PIK3CB* NM_006219.1 Endogenous 
572 PIK3CD NM_005026.3 Endogenous 
573 PIK3CG NM_002649.2 Endogenous 
574 PIK3R1* NM_181504.2 Endogenous 
575 PIN1 NM_006221.2 Endogenous 
576 PLA2G1B NM_000928.2 Endogenous 
577 PLA2G6 NM_001004426.1 Endogenous 
578 PLAU NM_002658.2 Endogenous 
579 PLAUR NM_001005376.1 Endogenous 
580 PMCH NM_002674.2 Endogenous 
581 PNMA1 NM_006029.4 Endogenous 
582 POU2AF1 NM_006235.2 Endogenous 
583 POU2F2 NM_002698.2 Endogenous 
584 PPARG NM_015869.3 Endogenous 
585 PPBP NM_002704.2 Endogenous 
586 PRAME NM_006115.3 Endogenous 
587 PRF1 NM_005041.3 Endogenous 
588 PRG2 NM_002728.4 Endogenous 
589 PRKCD NM_006254.3 Endogenous 
590 PRKCE NM_005400.2 Endogenous 
591 PRM1 NM_002761.2 Endogenous 
592 PSEN1 NM_000021.2 Endogenous 
593 PSEN2 NM_000447.2 Endogenous 
594 PSMB10 NM_002801.2 Endogenous 
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595 PSMB7 NM_002799.2 Endogenous 
596 PSMB8 NM_004159.4 Endogenous 
597 PSMB9 NM_002800.4 Endogenous 
598 PSMD7 NM_002811.3 Endogenous 
599 PTEN* NM_000314.4 Endogenous 
600 PTGDR2 NM_004778.1 Endogenous 
601 PTGS2 NM_000963.1 Endogenous 
602 PTPRC NM_080921.3 Endogenous 
603 PVR NM_006505.3 Endogenous 
604 PYCARD NM_013258.3 Endogenous 
605 RAC1* NM_198829.1 Endogenous 
606 RAG1 NM_000448.2 Endogenous 
607 RAPGEF1* NM_005312.2 Endogenous 
608 REL NM_002908.2 Endogenous 
609 RELA NM_021975.2 Endogenous 
610 RELB NM_006509.2 Endogenous 
611 REPS1 NM_001128617.2 Endogenous 
612 RIPK2 NM_003821.5 Endogenous 
613 ROPN1 NM_017578.2 Endogenous 
614 RORA NM_134261.2 Endogenous 
615 RORC NM_001001523.1 Endogenous 
616 RPS6 NM_001010.2 Endogenous 
617 RRAD NM_004165.1 Endogenous 
618 RUNX1 NM_001754.4 Endogenous 
619 RUNX3 NM_004350.1 Endogenous 
620 S100A12 NM_005621.1 Endogenous 
621 S100A7 NM_002963.2 Endogenous 
622 S100A8 NM_002964.3 Endogenous 
623 S100B NM_006272.1 Endogenous 
624 SAA1 NM_199161.1 Endogenous 
625 SBNO2 NM_014963.2 Endogenous 
626 SELE NM_000450.2 Endogenous 
627 SELL NR_029467.1 Endogenous 
628 SELPLG NM_001206609.1 Endogenous 
629 SEMG1 NM_003007.2 Endogenous 
630 SERPINB2 NM_002575.1 Endogenous 
631 SERPING1 NM_000062.2 Endogenous 
632 SH2B2 NM_020979.3 Endogenous 
633 SH2D1A NM_001114937.2 Endogenous 
634 SH2D1B NM_053282.4 Endogenous 
635 SIGIRR NM_021805.2 Endogenous 
636 SIGLEC1 NM_023068.3 Endogenous 
637 SLAMF1 NM_003037.2 Endogenous 
638 SLAMF6 NM_001184714.1 Endogenous 
639 SLAMF7 NM_021181.3 Endogenous 
640 SLC11A1 NM_000578.2 Endogenous 
641 SMAD2 NM_005901.5 Endogenous 
642 SMAD3 NM_005902.3 Endogenous 
643 SMPD3 NM_018667.3 Endogenous 
644 SOCS1 NM_003745.1 Endogenous 
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645 SOCS2* NM_003877.3 Endogenous 
646 SPA17 NM_017425.3 Endogenous 
647 SPACA3 NM_173847.3 Endogenous 
648 SPANXB1 NM_032461.2 Endogenous 
649 SPINK5 NM_006846.3 Endogenous 
650 SPN NM_003123.3 Endogenous 
651 SPO11 NM_198265.1 Endogenous 
652 SPP1 NM_000582.2 Endogenous 
653 SSX1 NM_005635.2 Endogenous 
654 SSX4 NM_005636.3 Endogenous 
655 ST6GAL1 NM_003032.2 Endogenous 
656 STAT1 NM_007315.2 Endogenous 
657 STAT2 NM_005419.2 Endogenous 
658 STAT3 NM_139276.2 Endogenous 
659 STAT4 NM_003151.2 Endogenous 
660 STAT5A* NM_003152.2 Endogenous 
661 STAT5B NM_012448.3 Endogenous 
662 STAT6 NM_003153.3 Endogenous 
663 SYCP1 NM_003176.2 Endogenous 
664 SYK NM_003177.3 Endogenous 
665 SYT17 NM_016524.2 Endogenous 
666 TAB1 NM_153497.2 Endogenous 
667 TAL1 NM_003189.2 Endogenous 
668 TANK NM_004180.2 Endogenous 
669 TAP1 NM_000593.5 Endogenous 
670 TAP2 NM_000544.3 Endogenous 
671 TAPBP NM_003190.4 Endogenous 
672 TARP NM_001003799.1 Endogenous 
673 TBK1 NM_013254.2 Endogenous 
674 TBX21 NM_013351.1 Endogenous 
675 TCF7 NM_003202.2 Endogenous 
676 TFE3 NM_006521.3 Endogenous 
677 TFEB NM_007162.2 Endogenous 
678 TFRC NM_003234.1 Endogenous 
679 TGFB1 NM_000660.3 Endogenous 
680 TGFB2 NM_003238.2 Endogenous 
681 THBD NM_000361.2 Endogenous 
682 THBS1 NM_003246.2 Endogenous 
683 THY1 NM_006288.2 Endogenous 
684 TICAM1 NM_014261.1 Endogenous 
685 TICAM2 NM_021649.4 Endogenous 
686 TIGIT NM_173799.2 Endogenous 
687 TIRAP NM_148910.2 Endogenous 
688 TLR1 NM_003263.3 Endogenous 
689 TLR10 NM_030956.2 Endogenous 
690 TLR2 NM_003264.3 Endogenous 
691 TLR3 NM_003265.2 Endogenous 
692 TLR4 NM_138554.2 Endogenous 
693 TLR5 NM_003268.3 Endogenous 
694 TLR6 NM_006068.2 Endogenous 
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695 TLR7 NM_016562.3 Endogenous 
696 TLR8 NM_016610.2 Endogenous 
697 TLR9 NM_017442.2 Endogenous 
698 TMEFF2 NM_016192.2 Endogenous 
699 TNF NM_000594.2 Endogenous 
700 TNFAIP3 NM_006290.2 Endogenous 
701 TNFRSF10B NM_003842.3 Endogenous 
702 TNFRSF10C NM_003841.3 Endogenous 
703 TNFRSF11A NM_003839.2 Endogenous 
704 TNFRSF11B NM_002546.2 Endogenous 
705 TNFRSF12A NM_016639.1 Endogenous 
706 TNFRSF13B NM_012452.2 Endogenous 
707 TNFRSF13C NM_052945.3 Endogenous 
708 TNFRSF14 NM_003820.2 Endogenous 
709 TNFRSF17 NM_001192.2 Endogenous 
710 TNFRSF18 NM_004195.2 Endogenous 
711 TNFRSF1A NM_001065.2 Endogenous 
712 TNFRSF1B NM_001066.2 Endogenous 
713 TNFRSF4 NM_003327.2 Endogenous 
714 TNFRSF8 NM_152942.2 Endogenous 
715 TNFRSF9 NM_001561.4 Endogenous 
716 TNFSF10 NM_003810.2 Endogenous 
717 TNFSF11 NM_003701.2 Endogenous 
718 TNFSF12 NM_003809.2 Endogenous 
719 TNFSF13 NM_003808.3 Endogenous 
720 TNFSF13B NM_006573.4 Endogenous 
721 TNFSF14 NM_003807.3 Endogenous 
722 TNFSF15 NM_001204344.1 Endogenous 
723 TNFSF18 NM_005092.2 Endogenous 
724 TNFSF4 NM_003326.2 Endogenous 
725 TNFSF8 NM_001244.3 Endogenous 
726 TOLLIP NM_019009.2 Endogenous 
727 TP53 NM_000546.2 Endogenous 
728 TPSAB1 NM_003294.3 Endogenous 
729 TPTE NM_199259.2 Endogenous 
730 TRAF2 NM_021138.3 Endogenous 
731 TRAF3 NM_145725.1 Endogenous 
732 TRAF6 NM_145803.1 Endogenous 
733 TREM1 NM_018643.3 Endogenous 
734 TREM2 NM_018965.3 Endogenous 
735 TTK NM_003318.3 Endogenous 
736 TXK NM_003328.1 Endogenous 
737 TXNIP NM_006472.1 Endogenous 
738 TYK2 NM_003331.3 Endogenous 
739 UBC NM_021009.3 Endogenous 
740 ULBP2 NM_025217.2 Endogenous 
741 USP9Y NM_004654.3 Endogenous 
742 VCAM1 NM_001078.3 Endogenous 
743 VEGFA NM_001025366.1 Endogenous 
744 VEGFC NM_005429.2 Endogenous 
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745 XCL2 NM_003175.3 Endogenous 
746 XCR1 NM_005283.2 Endogenous 
747 YTHDF2 NM_001172828.1 Endogenous 
748 ZAP70 NM_001079.3 Endogenous 
749 ZNF205 NM_001031686.1 Endogenous 
750 mTOR* NM_004958.2 Endogenous 
751 ABCF1 NM_001090.2 Housekeeping 
752 AGK NM_018238.3 Housekeeping 
753 ALAS1 NM_000688.4 Housekeeping 
754 AMMECR1L NM_001199140.1 Housekeeping 
755 CC2D1B NM_032449.2 Housekeeping 
756 CNOT10 NM_001256741.1 Housekeeping 
757 CNOT4 NM_001190848.1 Housekeeping 
758 COG7 NM_153603.3 Housekeeping 
759 DDX50 NM_024045.1 Housekeeping 
760 DHX16 NM_001164239.1 Housekeeping 
761 DNAJC14 NM_032364.5 Housekeeping 
762 EDC3 NM_001142443.1 Housekeeping 
763 EIF2B4 NM_172195.3 Housekeeping 
764 ERCC3 NM_000122.1 Housekeeping 
765 FCF1 NM_015962.4 Housekeeping 
766 G6PD NM_000402.2 Housekeeping 
767 GPATCH3 NM_022078.2 Housekeeping 
768 GUSB NM_000181.1 Housekeeping 
769 HDAC3 NM_003883.2 Housekeeping 
770 HPRT1 NM_000194.1 Housekeeping 
771 MRPS5 NM_031902.3 Housekeeping 
772 MTMR14 NM_022485.3 Housekeeping 
773 NOL7 NM_016167.3 Housekeeping 
774 NUBP1 NM_001278506.1 Housekeeping 
775 POLR2A NM_000937.2 Housekeeping 
776 PPIA NM_021130.2 Housekeeping 
777 PRPF38A NM_032864.3 Housekeeping 
778 SAP130 NM_024545.3 Housekeeping 
779 SDHA NM_004168.1 Housekeeping 
780 SF3A3 NM_006802.2 Housekeeping 
781 TBP NM_001172085.1 Housekeeping 
782 TLK2 NM_006852.2 Housekeeping 
783 TMUB2 NM_024107.2 Housekeeping 
784 TRIM39 NM_021253.3 Housekeeping 
785 TUBB NM_178014.2 Housekeeping 
786 USP39 NM_001256725.1 Housekeeping 
787 ZC3H14 NM_001160103.1 Housekeeping 
788 ZKSCAN5 NM_014569.3 Housekeeping 
789 ZNF143 NM_003442.5 Housekeeping 
790 ZNF346 NM_012279.2 Housekeeping 
791 NEG_A ERCC_00096.1 Negative 
792 NEG_B ERCC_00041.1 Negative 
793 NEG_C ERCC_00019.1 Negative 
794 NEG_D ERCC_00076.1 Negative 
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795 NEG_E ERCC_00098.1 Negative 
796 NEG_F ERCC_00126.1 Negative 
797 NEG_G ERCC_00144.1 Negative 
798 NEG_H ERCC_00154.1 Negative 
799 POS_A ERCC_00117.1 Positive 
800 POS_B ERCC_00112.1 Positive 
801 POS_C ERCC_00002.1 Positive 
802 POS_D ERCC_00092.1 Positive 
803 POS_E ERCC_00035.1 Positive 
804 POS_F ERCC_00034.1 Positive 
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